1 SPO-128 
SEQUENCE LISTING 

<110> HIRANO, Toshio 

YAMASHITA, Susumu 

<120> EMT-Inducing Agents 

<130> SPO-128 

<140> US 10/584,742 
<141> 2006-06-26 

<150> PCT/JP2004/019246 
<151> 2004-12-22 

<150> JP 2003-435122 
<151> 2003-12-26 

<160> 43 

<170> Patentln version 3.3 

<210> 1 

<211> 742 

<212> PRT 

<213> Danio rerio 

<400> 1 

Met Met Thr Phe Leu Cys Thr Arg Ser Gly Arg Arg Ala Ser Gly Val 
1 5 10 15 



Glu Cys Arg lie Ala Ala Glu Arg Ala Tyr Phe Arg Val Arg Gly Leu 
20 25 30 



Pro Val Ala Asn Met lie Gly Trp Trp Pro Arg Leu Cys Pro Val Met 
35 40 45 



Ser Leu Ala Leu Leu Trp Ala Cys Ser Val Gly Ala Gly Ser Asp Cys 
50 55 60 



Lys Ser Val Ala He Glu Thr Asp Ser Arg He Ala Glu Gin Thr Gin 
65 70 75 80 



Gin Arg His Leu Gin Ala Leu Phe Asp Lys Tyr Gly Gin Asn Gly Ser 
85 90 95 



He Ser Leu Glu Gly Leu Phe Asn Leu Leu Lys Gly Val Gly Leu Asp 
100 105 110 
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SPO-128 



Arg lie Arg Lys Val Met Val His His Pro Gly Asn Ala His Asn His 
115 120 125 



Thr His Thr His Asp His Thr His Thr His Val Asp Lys Leu Thr Ala 
130 135 140 



His Thr His Pro Val Thr Thr Lys Lys Gly Asp Met Asp His Ser Val 
145 150 155 160 



Glu Lys Ser Asp Pro Val Pro Lys Ala Gin Pro Asp Pro Ala Ser Gly 
165 170 175 



Lys Lys Ser Gin Ser Asp Ala His His Asn Leu Tyr Met Lys Met Asn 
180 185 190 



Gin Glu Ser Thr Thr Ala Leu Thr Thr Pro Ser Tyr Val Thr Arg Ser 
195 200 205 



Arg Arg Thr Asn Arg Ser Ala Asp Tyr Asp Phe Thr Gin Asp His Ala 
210 215 220 



Ser Phe Ser Pro Ser Gin Pro Asn Val Thr His Ser Asn His Thr His 
225 230 235 240 



His Asp Glu Asp Thr Pro Thr His Gin His Asp Asp His Asp Glu His 
245 250 255 



Glu His Ala Arg Ala Ser Leu Gly Cys Gin Asn Ala Ser Thr He Leu 
260 265 270 



Gin Thr His Gly Met Arg Lys Glu Ala Ser Leu Ser Val Lys Asp Phe 
275 280 285 



Ser Phe Leu Cys Pro Ala Leu Leu Met Gin He Asp Ser Lys Ser Cys 
290 295 300 



He Val His Glu Asp Glu Asp Glu His Ser Asp His Ser His His His 
305 310 315 320 



Lys His His His His His His Asp His Gin His Leu Gin His Pro His 
325 330 335 
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Asn His Thr Asn Gly Arg Gly Gin Arg Asn Thr Pro Val Tyr lie Ala 
340 345 350 



Trp Leu Gly Gly Phe Leu Ser lie Thr Leu lie Ser Leu Leu Ala Leu 
355 360 365 



Val Gly Val Val Leu lie Pro Leu Met Asn Arg Val Cys Phe Asn Phe 
370 375 380 



Leu Leu Ser Phe Leu Val Ala Leu Ala Val Gly Thr Leu Ser Gly Asp 
385 390 395 400 



Ala Leu Leu His Leu lie Pro His Ser Gin Gly His His His His Gly 
405 410 415 



His Ser Glu Glu His Ala Glu Glu Glu Asp Ser Leu Arg Pro Val Trp 
420 425 430 



Thr Gly Leu Thr Ala Leu Ser Gly Val Tyr He Met Phe Leu He Glu 
435 440 445 



His Phe Leu Thr Leu Gly Lys Met Tyr Lys Asp Lys Asn Gin Lys Val 
450 455 460 



Gin Lys Arg Val Asp Leu Thr Thr Glu Val Leu Glu Ser Glu Lys Leu 
465 470 475 480 



Pro Ser Leu Glu Glu Asn Asp Val Lys He Glu Ala Ala Glu Thr Asn 
485 490 495 



Gly Gly Arg Ala Leu Ala Glu Glu Glu Glu Val Met Leu Gly Ala Glu 
500 505 510 



Leu Tyr Asn Asp He Asp Cys Glu Asn Lys Cys His Ser His Phe His 
515 520 525 



Asp Thr Val Gly Gin Ser Asp Glu Gin His His His His His Asp Tyr 
530 535 540 



His His He Leu His His His His Ser Gin Asn His His Pro His Thr 
545 550 555 560 
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His Thr His Arg His Thr His Ser Tyr Ser Gin Gin His Phe Glu Gin 
565 570 575 



Ala Gly Val Ala Thr Leu Ala Trp Met Val He Met Gly Asp Gly Leu 
580 585 590 



His Asn Phe Ser Asp Gly Leu Ala He Gly Ala Ala Phe Thr Glu Gly 
595 600 605 



Leu Ser Ser Gly Leu Ser Thr Ser Val Ala Val Phe Cys His Glu Leu 
610 615 620 



Pro His Glu Leu Gly Asp Phe Ala Val Leu Leu Lys Ala Gly Met Ser 
625 630 635 640 



Val Arg Gin Ala Met Leu Tyr Asn Leu Leu Ser Ala Leu Met Gly Tyr 
645 650 655 



Leu Gly Met He He Gly He Leu He Gly His Tyr Ala Glu Asn Val 
660 665 670 



Ala Thr Trp He Phe Ala Leu Thr Ala Gly Leu Phe Met Tyr Val Ala 
675 680 685 



Leu Val Asp Met Val Pro Glu Met Leu His Asn Asp Ala Ser Glu Ala 
690 695 700 



Gly Phe Ser His Tyr Gly Phe Phe Leu Leu Gin Asn Ala Gly He Leu 
705 710 715 720 



Leu Gly Phe Gly He Met Leu He He Ala Val Phe Glu Asp Arg He 
725 730 735 



Gin Leu Asp Leu Gly Tyr 
740 



<210> 2 

<211> 749 

<212> PRT 

<213> Homo sapiens 

<400> 2 
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Met Ala Arg Lys Leu Ser Val lie Leu lie Leu Thr Phe Ala Leu Ser 
15 10 15 



Val Thr Asn Pro Leu His Glu Leu Lys Ala Ala Ala Phe Pro Gin Thr 
20 25 30 



Thr Glu Lys lie Ser Pro Asn Trp Glu Ser Gly lie Asn Val Asp Leu 
35 40 45 



Ala lie Ser Thr Arg Gin Tyr His Leu Gin Gin Leu Phe Tyr Arg Tyr 
50 55 60 



Gly Glu Asn Asn Ser Leu Ser Val Glu Gly Phe Arg Lys Leu Leu Gin 
65 70 75 80 



Asn lie Gly lie Asp Lys lie Lys Arg lie His lie His His Asp His 
85 90 95 



Asp His His Ser Asp His Glu His His Ser Asp His Glu Arg His Ser 
100 105 110 



Asp His Glu His His Ser Asp His Glu His His Ser Asp His Asn His 
115 120 125 



Ala Ala Ser Gly Lys Asn Lys Arg Lys Ala Leu Cys Pro Asp His Asp 
13 0 135 14 0 



Ser Asp Ser Ser Gly Lys Asp Pro Arg Asn Ser Gin Gly Lys Gly Ala 
145 150 155 160 



His Arg Pro Glu His Ala Ser Gly Arg Arg Asn Val Lys Asp Ser Val 
165 170 " 175 



Ser Ala Ser Glu Val Thr Ser Thr Val Tyr Asn Thr Val Ser Glu Gly 
180 185 190 



Thr His Phe Leu Glu Thr He Glu Thr Pro Arg Pro Gly Lys Leu Phe 
195 200 205 



Pro Lys Asp Val Ser Ser Ser Thr Pro Pro Ser Val Thr Ser Lys Ser 
210 215 220 
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Arg Val Ser Arg Leu Ala Gly Arg Lys Thr Asn Glu Ser Val Ser Glu 
225 230 235 240 



Pro Arg Lys Gly Phe Met Tyr Ser Arg Asn Thr Asn Glu Asn Pro Gin 
245 250 255 



Glu Cys Phe Asn Ala Ser Lys Leu Leu Thr Ser His Gly Met Gly lie 
260 265 270 



Gin Val Pro Leu Asn Ala Thr Glu Phe Asn Tyr Leu Cys Pro Ala lie 
275 280 285 



lie Asn Gin lie Asp Ala Arg Ser Cys Leu lie His Thr Ser Glu Lys 
290 295 300 



Lys Ala Glu lie Pro Pro Lys Thr Tyr Ser Leu Gin lie Ala Trp Val 
305 310 315 320 



Gly Gly Phe lie Ala lie Ser lie lie Ser Phe Leu Ser Leu Leu Gly 
325 330 335 



Val lie Leu Val Pro Leu Met Asn Arg Val Phe Phe Lys Phe Leu Leu 
340 345 350 



Ser Phe Leu Val Ala Leu Ala Val Gly Thr Leu Ser Gly Asp Ala Phe 
355 360 365 



Leu His Leu Leu Pro His Ser His Ala Ser His His His Ser His Ser 
370 375 380 



His Glu Glu Pro Ala Met Glu Met Lys Arg Gly Pro Leu Phe Ser His 
385 390 395 400 



Leu Ser Ser Gin Asn lie Glu Glu Ser Ala Tyr Phe Asp Ser Thr Trp 
405 410 415 



Lys Gly Leu Thr Ala Leu Gly Gly Leu Tyr Phe Met Phe Leu Val Glu 
420 425 430 



His Val Leu Thr Leu lie Lys Gin Phe Lys Asp Lys Lys Lys Lys Asn 
435 440 445 
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Gin Lys Lys Pro Glu Asn Asp Asp Asp Val Glu lie Lys Lys Gin Leu 
450 455 460 



Ser Lys Tyr Glu Ser Gin Leu Ser Thr Asn Glu Glu Lys Val Asp Thr 
465 470 475 480 



Asp Asp Arg Thr Glu Gly Tyr Leu Arg Ala Asp Ser Gin Glu Pro Ser 
485 490 495 



His Phe Asp Ser Gin Gin Pro Ala Val Leu Glu Glu Glu Glu Val Met 
500 505 510 



lie Ala His Ala His Pro Gin Glu Val Tyr Asn Glu Tyr Val Pro Arg 
515 520 525 



Gly Cys Lys Asn Lys Cys His Ser His Phe His Asp Thr Leu Gly Gin 
530 535 540 



Ser Asp Asp Leu lie His His His His Asp Tyr His His lie Leu His 
545 550 555 560 



His His His His Gin Asn His His Pro His Ser His Ser Gin Arg Tyr 
565 570 575 



Ser Arg Glu Glu Leu Lys Asp Ala Gly Val Ala Thr Leu Ala Trp Met 
580 585 590 



Val lie Met Gly Asp Gly Leu His Asn Phe Ser Asp Gly Leu Ala lie 
595 600 605 



Gly Ala Ala Phe Thr Glu Gly Leu Ser Ser Gly Leu Ser Thr Ser Val 
610 615 620 



Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp Phe Ala Val 
625 630 635 640 



Leu Leu Lys Ala Gly Met Thr Val Lys Gin Ala Val Leu Tyr Asn Ala 
645 650 655 



Leu Ser Ala Met Leu Ala Tyr Leu Gly Met Ala Thr Gly He Phe He 
660 665 670 
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Gly His Tyr Ala Glu Asn Val Ser Met Trp lie Phe Ala Leu Thr Ala 
675 680 685 

Gly Leu Phe Met Tyr Val Ala Leu Val Asp Met Val Pro Glu Met Leu 
690 695 700 

His Asn Asp Ala Ser Asp His Gly Cys Ser Arg Trp Gly Tyr Phe Phe 
705 710 715 720 

Leu Gin Asn Ala Gly Met Leu Leu Gly Phe Gly lie Met Leu Leu lie 
725 730 735 

Ser lie Phe Glu His Lys lie Val Phe Arg lie Asn Phe 
740 745 

<210> 3 

<211> 2229 

<212> DNA 

<213> Danio rerio 



<400> 3 
atgatgacgt 


ttctttgcac 


acggtctggt 


cgccgtgcta 


gtggtgtgga 


gtgcagaatc 


60 


gccgctgaac 


gcgcttactt 


tcgagtgcgt 


ggactcccgg 


ttgccaatat 


gattggctgg 


120 


tggccacgcc 


tctgcccagt 


gatgtcactg 


gcactgctgt 


gggcgtgttc 


agtgggggcg 


180 


ggttcagact 


gcaaatctgt 


ggccattgag 


actgacagcc 


gcatagcaga 


acaaacacag 


240 


cagcgtcacc 


tacaggctct 


gttcgacaag 


tatggccaga 


acggcagcat 


ctccctagaa 


300 


ggcctcttca 


acctacttaa 


aggggtcggg 


cttgaccgca 


tccggaaagt 


gatggtgcat 


360 


catcctggaa 


atgcccataa 


tcacacacac 


acgcatgatc 


acacacacac 


tcatgtggac 


420 


aaactcacgg 


cgcacacaca 


tccggtcacc 


accaagaagg 


gagacatgga 


tcacagcgtg 


480 


gagaagagtg 


accctgtccc 


aaaagcacag 


ccagatcctg 


cctctgggaa 


gaaaagccag 


540 


tcagatgcgc 


atcacaacct 


gtacatgaag 


atgaaccagg 


aatccaccac 


agctttgact 


600 


acgccgtcat 


atgttaccag 


atcacggcgg 


accaatcgca 


gcgccgatta 


tgattttaca 


660 


caggaccacg 


cctcctttag 


ccccagtcag 


cccaatgtga 


cacactcaaa 


ccacacccat 


720 


catgatgagg 


acacgcccac 


acaccagcat 


gatgaccatg 


atgagcacga 


acatgcccgt 


780 


gctagtttag 


ggtgtcaaaa 


tgcctccacg 


atcctgcaga 


cgcatggcat 


gagaaaggaa 


840 


gcaagtctct 


cagttaagga 


cttcagtttc 


ctctgccctg 


ctcttctcat 


gcagattgat 


900 
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t ccaagt c 1 1 


gcatcgtgca 


tgaagacgag 


gacgagcatt 


cagatcattc 


ccatcatcac 


Q C f\ 


aaacaccacc 


accatcatca 


tgatcaccaa 


cacctgcagc 


atccacataa 


ccacaccaat 


lUzU 


r~t ^ ~> ft ft ft f 

gydayayycc 


3 ft ■a ft ft ^ ^ /"I ^ ft 

ay ay yaacac 


4" ft ^ /-»4" 4~ ^ ft 

uccagucuac 


^\ 4~ ft fr ft ^~ frfr f 

a uegcaugge 


4- 4- ft ft r» ft ft ft 4— 4" 

c uggagggc t 


ccucL-ccauc 


lUoU 




y LLLyLLyyL 


y^-uyyuL-yyu 


fr 4- frfr 4- 4- 4- 4- fr a 

y uyy LLLiya 


LLLLdLLLdL 


praapananhh 
yddtdydy LL 


i i /in 
J. Xft u 


l. y L L. C CldC l 


4- /-t /-i 4— ft ft 4- /*r o <T 

LttLyt uy dy 


4— 4~ ft ft 4~ ft ft ^ ft 

LtLLLLyy cy 


ft f* ft ff¥~ T~ ft ft 3 ft 

yLLLL Cy Ldy 


4— ft ft ft ft a <^i4- /-if- 

cggycdCLCL. 


gageggagae 


lzUU 


/-<r ft 4- /""i 4- r-^ 4— y^l /"i 

yCLCCCCCCC 


ace ccatacc 


acattcccag 


ggtcatcacc 


atcacggcca 


ctctgaagag 


1260 


cacgctgaag 


aggaggactc 


ccttcgccct 


gtgtggaccg 


gactcacagc 


tctaagtgga 


1320 


gtttacatca 


tgt t cctcat 


cgaacacttc 


ctgaccct tg 


gcaaaatgta 


caaagacaaa 


1380 


aaccagaagg 


tgcagaagag 


ggt tgat ct c 


accacagaag 


ttttggagtc 


tgagaaactg 


144 0 


tOdLldL Lay 


a a era aaafna 
dayadadLga 


LyCCaaadLL 


ft "3 ft f* 4- /*X /-^ 4- i^T 

gaagc cgc ug 


aaacgaaegg 


tgggcgtgca 


1500 


^ '-yy cdy dyy 


dy y dy y dy y l. 


/ra i~ /t+- +- ft ft ft ft 

gaugcegggg 


ft ft ft ^ ft ft 4~ ft r~ 

geggage lc l 


acaacgaca u 


agactgegag 


"1 C C A 


^ 3 /""< O ^ ^ /-» 

aaCadatgCC 


acucccacuc 


ccacgacacg 


gteggecaat 


eggatgagea 


gcatcatcat 


1620 


ca ucacgacu 


accaccacat 


actgeatcat 


caccactccc 


agaaccacca 


cccgcacaca 


1680 


cacacgcaca 


gacacacaca 


ct cctactcg 


cagcagcact 


ttgagcaggc 


tggtgtggcc 


1740 


acacccycct 


ggatggtcat 


catgggagac 


ggactgeaca 


acttcagtga 


tggacttgee 


1800 


a t~ a ft ft ft ft f* ft rr 

aLayyyyL.y3 


ct u ucacag a 


aggu uugece 


agtggtct ta 


gtacc tcagt 


cgctgtgttc 


1860 


t" cir* r* a t~ fta t^tf* 

LyLL-a Lyay l» 


^^ftftk~f*^\~ fX Tl 


acccggugac 


t ttgccgtcc 


tactgaaagc 


eggtatgtea 


1920 


y l ucgacagg 


/—i 4~ ft ft 4~ /t 4- -a 

ccauyCLyca 


caauc ugc eg 


tcagcactga 


tgggatatct 


gggcatgatc 


1980 


atcgggattc 


teat cggaca 


ttatgctgaa 


aatgttgcca 


catggatctt 


tgctctcaca 


2040 


gctgggttat 


tcatgtacgt 


cgcgctcgtg 


gacatggtac 


ctgagatget 


gcacaatgac 


2100 


gcgagcgaag 


caggtttcag 


tcactacggc 


ttcttcctcc 


tgeagaaege 


tgggatactc 


2160 


ctaggcttcg 


geatcatget 


tatcattget 


gtctttgagg 


acaggatcca 


actggactta 


2220 


ggttactga 












2229 


<210> 4 

<211> 2744 

<212> DNA 

<213> Homo sapiens 












<400> 4 
ctcgtgccga 


atteggcacg 


agaccgegtg 


ttcgcgcctg 


gtagagattt 


ctcgaagaca 


60 


ccagtgggcc 


cgtgtggaac 


caaacctgcg 


cgcgtggccg 


ggccgtggga 


caacgaggcc 


120 
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gcggagacga 


aggcgcaatg gcgaggaagt 


tatctgtaat 


cttgatcctg 


acctttgccc 


180 


tctctgtcac 


aaatcccctt 


catgaactaa 


aagcagctgc 


tttcccccag 


accactgaga 


240 


aaattagtcc 


gaattgggaa 


tctggcatta 


atgttgactt 


ggcaatttcc 


acacggcaat 


300 


atcatctaca 


acagcttttc 


taccgctatg 


gagaaaataa 


ttctttgtca 


gttgaagggt 


360 


tcagaaaatt 


acttcaaaat 


ataggcatag 


ataagattaa 


aagaatccat 


atacaccatg 


420 


accacgacca 


tcactcagac 


cacgagcatc 


actcagacca 


tgagcgtcac 


tcagaccatg 


480 


agcatcactc 


agaccacgag 


catcactctg 


accataatca 


tgctgcttct 


ggtaaaaata 


540 


agcgaaaagc 


tctttgccca 


gaccatgact 


cagatagttc 


aggtaaagat 


cctagaaaca 


600 


gccaggggaa 


aggagctcac 


cgaccagaac 


atgccagtgg 


tagaaggaat 


gtcaaggaca 


660 


gtgttagtgc 


tagtgaagtg 


acctcaactg 


tgtacaacac 


tgtctctgaa 


ggaactcact 


720 


ttctagagac 


aatagagact 


ccaagacctg 


gaaaactctt 


ccccaaagat 


gtaagcagct 


780 


ccactccacc 


cagtgtcaca 


tcaaagagcc 


gggtgagccg 


gctggctggt 


aggaaaacaa 


840 


atgaatctgt 


gagtgagccc 


cgaaaaggct 


ttatgtattc 


cagaaacaca 


aatgaaaatc 


900 


ctcaggagtg 


tttcaatgca 


tcaaagctac 


tgacatctca 


tggcatgggc 


atccaggttc 


960 


cgctgaatgc 


aacagagttc 


aactatctct 


gtccagccat 


catcaaccaa 


attgatgcta 


1020 


gatcttgtct 


gattcataca 


agtgaaaaga 


aggctgaaat 


ccctccaaag 


acctattcat 


1080 


tacaaatagc 


ct gggttggt 


ggttttatag 


ccatttccat 


catcagtttc 


ctgtctctgc 


1140 


tgggggttat 


cttagtgcct 


ctcatgaatc 


gggtgttttt 


caaatttctc 


ctgagtttcc 


1200 


ttgtggcact 


ggccgttggg 


actttgagtg 


gtgatgcttt 


tttacacctt 


cttccacatt 


1260 


ctcatgcaag 


tcaccaccat 


agtcatagcc 


atgaagaacc 


agcaatggaa 


atgaaaagag 


1320 


gaccactttt 


cagtcatctg 


tcttctcaaa 


acatagaaga 


aagtgcctat 


tttgattcca 


1380 


cgtggaaggg 


tctaacagct 


ctaggaggcc 


tgtatttcat 


gtttcttgtt 


gaacatgtcc 


1440 


tcacattgat 


caaacaattt 


aaagataaga 


agaaaaagaa 


tcagaagaaa 


cctgaaaatg 


1500 


atgatgatgt 


ggagattaag 


aagcagttgt 


ccaagtatga 


atctcaactt 


tcaacaaatg 


1560 


aggagaaagt 


agatacagat 


gatcgaactg 


aaggctattt 


acgagcagac 


tcacaagagc 


1620 


cctcccactt 


tgattctcag 


cagcctgcag 


tcttggaaga 


agaagaggtc 


atgatagctc 


1680 


atgctcatcc 


acaggaagtc 


tacaatgaat 


atgtacccag 


agggtgcaag 


aataaatgcc 


1740 


attcacattt 


ccacgataca 


ctcggccagt 


cagacgatct 


cattcaccac 


catcatgact 


1800 
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accatcatat tctccatcat caccaccacc aaaaccacca tcctcacagt cacagccagc 1860 

gctactctcg ggaggagctg aaagatgccg gcgtcgccac tttggcctgg atggtgataa 1920 

t 999 t 9 a tgg cctgcacaat ttcagcgatg gcctagcaat tggtgctgct tttactgaag 1980 

gcttatcaag tggtttaagt acttctgttg ctgtgttctg tcatgagttg cctcatgaat 2040 

taggtgactt tgctgttcta ctaaaggctg gcatgaccgt taagcaggct gtcctttata 2100 

atgcattgtc agccatgctg gcgtatcttg gaatggcaac aggaattttc attggtcatt 2160 

atgctgaaaa tgtttctatg tggatatttg cacttactgc tggcttattc atgtatgttg 2220 

ctctggttga tatggtacct gaaatgctgc acaatgatgc tagtgaccat ggatgtagcc 22 80 

gctgggggta tttcttttta cagaatgctg ggatgctttt gggttttgga attatgttac 2340 

ttatttccat atttgaacat aaaatcgtgt ttcgtataaa tttctagtta aggtttaaat 2400 

gctagagtag cttaaaaagt tgtcatagtt tcagtaggtc atagggagat gagtttgtat 2460 

gctgtactat gcagcgttta aagttagtgg gttttgtgat ttttgtattg aatattgctg 2520 

tctgttacaa agtcagttaa aggtacgttt taatatttaa gttattctat cttggagata 2580 

aaatctgtat gtgcaattca ccggtattac cagtttatta tgtaaacaag agatttggca 2640 

tgacatgttc tgtatgtttc agggaaaaat gtctttaatg ctttttcaag aactaacaca 2700 

gttattccta tactggattt taggtctctg aagaactgct ggtg 2744 



<210> 5 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<22 3> antisense sequence 
<400> 5 

cggaaacagc gcgagtgtct tttgt 

<210> 6 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 
<400> 6 

accgtgtgca aagaaacgtc atcat 
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<210> 7 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 7 

cgcaaaaagc gagagtgtat tatgt 

<210> 8 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 8 

acggtctgca aacaaacgtg atgat 

<210> 9 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 9 

ctcaaggttt cagataaatc gtcct 

<210> 10 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 10 

gccatgttga ccccttaatg tgtcg 

<210> 11 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 
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<223> antisense sequence 
<400> 11 

ctctaggatt cagataaaac gtgct 25 



<210> 12 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 12 

gccttgtaga ccccttaaag tgacg 25 



<210> 13 

<211> 25 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 13 

gtccactcca gttactttca gggat 25 



<210> 14 

<211> 23 

<212> DNA 

<213> Artificial 

<220> 

<223> antisense sequence 

<400> 14 

catgctgaac tctgaagttg ate 23 



<210> 15 

<211> 58 

<212> PRT 

<213> Danio rerio 

<400> 15 

Ala Trp Met Val lie Met Gly Asp Gly Leu His Asn Phe Ser Asp Gly 
15 10 15 



Leu Ala lie Gly Ala Ala Phe Thr Glu Gly Leu Ser Ser Gly Leu Ser 
20 25 30 
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Thr Ser Val Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
35 40 45 



Phe Ala Val Leu Leu Lys Ala Gly Met Ser 
50 55 



<210> 16 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 16 

Ala Trp Met Val lie Met Gly Asp Gly Leu His Asn Phe Ser Asp Gly 
15 10 15 



Leu Ala lie Gly Ala Ala Phe Thr Glu Gly Leu Ser Ser Gly Leu Ser 
20 25 30 



Thr Ser Val Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
35 40 45 



Phe Ala Val Leu Leu Lys Ala Gly Met Thr 
50 55 



<210> 17 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 17 

Ala Trp Met Val He Met Gly Asp Gly He His Asn Phe Ser Asp Gly 
15 10 15 



Leu Ala He Gly Ala Ala Phe Ser Ala Gly Leu Thr Gly Gly He Ser 
20 25 30 



Thr Ser He Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
35 40 45 



Phe Ala Val Leu Leu Lys Ala Gly Met Thr 
50 55 



<210> 18 
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<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 18 

Thr Trp Met Val Leu Leu Gly Asp Gly Leu His Asn Leu Thr Asp Gly 
15 10 15 



Leu Ala lie Gly Ala Ala Phe Ser Asp Gly Phe Ser Ala Gly Leu Ser 
20 25 30 



Thr Thr Leu Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
35 40 45 



Phe Ala Met Leu Leu Gin Ser Gly Leu Ser 
50 55 



<210> 19 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 19 

Pro Tyr Met lie Thr Leu Gly Asp Ala Val His Asn Phe Ala Asp Gly 
15 10 15 



Leu Ala Val Gly Ala Ala Phe Ala Ser Ser Trp Lys Thr Gly Leu Ala 
20 25 30 



Thr Ser Leu Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
35 40 45 



Phe Ala Ala Leu Leu His Ala Gly Leu Ser 
50 55 



<210> 20 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 20 

Ala lie Met lie Leu Val Gly Asp Ser Leu His Asn Phe Ala Asp Gly 
15 10 15 
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Leu Ala lie Gly Ala Ala Phe Ser Ser Ser Ser Glu Ser Gly Val Thr 
20 25 30 



Thr Thr lie Ala lie Leu Cys His Glu lie Pro His Glu Met Gly Asp 
35 40 45 



Phe Ala Val Leu Leu Ser Ser Gly Leu Ser 
50 55 



<210> 21 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 21 

Ala Trp Met lie Thr Leu Cys Asp Ala Leu His Asn Phe lie Asp Gly 
15 10 15 



Leu Ala lie Gly Ala Ser Cys Thr Leu Ser Leu Leu Gin Gly Leu Ser 
20 25 30 



Thr Ser He Ala He Leu Cys Glu Glu Phe Pro His Glu Leu Gly Asp 
35 40 45 



Phe Val He Leu Leu Asn Ala Gly Met Ser 
50 55 



<210> 22 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Ala Trp Met He Thr Leu Ser Asp Gly Leu His Asn Phe He Asp Gly 
15 10 15 



Leu Ala He Gly Ala Ser Phe Thr Val Ser Val Phe Gin Gly He Ser 
20 25 30 



Thr Ser Val Ala He Leu Cys Glu Glu Phe Pro His Glu Leu Gly Asp 
35 40 45 



Phe Val He Leu Leu Asn Ala Gly Met Ser 
50 55 
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<210> 23 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 23 

Gly Tyr Leu Asn Leu Leu Ala Asn Thr lie Asp Asn Phe Thr His Gly 
15 10 15 



Leu Ala Val Ala Ala Ser Phe Leu Val Ser Lys Lys lie Gly Leu Leu 
20 25 30 



Thr Thr Met Ala lie Leu Leu His Glu lie Pro His Glu Val Gly Asp 
35 40 45 



Phe Ala lie Leu Val Gin Ser Gly Cys Ser 
50 55 



<210> 24 

<211> 58 

<212> PRT 

<213> Homo sapiens 

<400> 24 

Gly Tyr Leu Asn Leu Ala Ala Asp Leu Ala His Asn Phe Thr Asp Gly 
15 10 15 



Leu Ala lie Gly Ala Ser Phe Arg Gly Gly Arg Gly Leu Gly lie Leu 
20 25 30 



Thr Thr Met Thr Val Leu Leu His Glu Val Pro His Glu Val Gly Asp 
35 40 45 



Phe Ala lie Leu Leu Arg Ala Gly Phe Asp 
50 55 



<210> 25 

<211> 2110 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 
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<222> (56) . . (1465) 
<400> 25 

gcgggactgc cacgtccaag caaaccggga aaggagagga tcccggagcc gcgtg atg 5 8 

Met 
1 

gcc aga ggc ctg ggg gcc ccc cac tgg gtg gcc gtg gga ctg ctg acc 106 
Ala Arg Gly Leu Gly Ala Pro His Trp Val Ala Val Gly Leu Leu Thr 
5 10 15 

tgg gcg acc ttg ggg ctt ctg gtg get gga etc ggg ggt cat gac gac 154 
Trp Ala Thr Leu Gly Leu Leu Val Ala Gly Leu Gly Gly His Asp Asp 
20 25 30 

ctg cac gac gat ctg caa gag gac ttc cat ggc cac age cac agg cac 202 
Leu His Asp Asp Leu Gin Glu Asp Phe His Gly His Ser His Arg His 
35 40 45 

tea cat gaa gat ttc cac cat ggc cac age cat gcc cat ggc cat ggc 250 
Ser His Glu Asp Phe His His Gly His Ser His Ala His Gly His Gly 
50 55 60 65 

cac act cac gag age ate tgg cat gga cat acc cac gat cac gac cat 298 
His Thr His Glu Ser lie Trp His Gly His Thr His Asp His Asp His 
70 75 80 

gga cat tea cat gag gat tta cac cat ggc cat age cat ggc tac tec 346 
Gly His Ser His Glu Asp Leu His His Gly His Ser His Gly Tyr Ser 
85 90 95 

cat gag age etc tac cac aga gga cat gga cat gac cat gag cat age 394 
His Glu Ser Leu Tyr His Arg Gly His Gly His Asp His Glu His Ser 
100 105 110 

cat gga ggc tat ggg gag tct ggg get cca ggc ate aag cag gac ctg 442 
His Gly Gly Tyr Gly Glu Ser Gly Ala Pro Gly lie Lys Gin Asp Leu 
115 120 125 

gat get gtc act etc tgg get tat gca ctg ggg gcc aca gtg ctg ate 490 
Asp Ala Val Thr Leu Trp Ala Tyr Ala Leu Gly Ala Thr Val Leu lie 
130 135 140 145 

tea gca get cca ttt ttt gtc etc ttc ctt ate ccc gtg gag teg aac 538 
Ser Ala Ala Pro Phe Phe Val Leu Phe Leu lie Pro Val Glu Ser Asn 
150 155 160 

tct ccc egg cat cgc tct eta ctt cag ate ttg etc agt ttt get tec 586 
Ser Pro Arg His Arg Ser Leu Leu Gin lie Leu Leu Ser Phe Ala Ser 
165 170 175 

ggt ggg etc ctg gga gat get ttc ctg cac etc att cct cat get ctt 634 
Gly Gly Leu Leu Gly Asp Ala Phe Leu His Leu lie Pro His Ala Leu 
180 185 190 
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gaa cct cat tct cac cac act ctg gag caa ccc gga cat gga cac tec 
Glu Pro His Ser His His Thr Leu Glu Gin Pro Gly His Gly His Ser 
195 200 205 

cac agt ggc cag ggc ccc att ctg tct gtg gga ctg tgg gtt etc agt 
His Ser Gly Gin Gly Pro lie Leu Ser Val Gly Leu Trp Val Leu Ser 
210 215 220 225 

gga att gtt gec ttt ctt gtc gtg gag aaa ttt gtg aga cat gtg aaa 
Gly He Val Ala Phe Leu Val Val Glu Lys Phe Val Arg His Val Lys 
230 235 240 

99 a 99 a cat ggt cac agt cat gga cat gga cac get cac agt cat aca 
Gly Gly His Gly His Ser His Gly His Gly His Ala His Ser His Thr 
245 250 255 

cgt gga agt cat gga cat gga aga caa gag cgt tct acc aag gag aag 
Arg Gly Ser His Gly His Gly Arg Gin Glu Arg Ser Thr Lys Glu Lys 
260 265 270 

cag age tea gag gaa gaa gaa aag gaa aca aga ggg gtt cag aag agg 
Gin Ser Ser Glu Glu Glu Glu Lys Glu Thr Arg Gly Val Gin Lys Arg 
275 280 285 

cga gga ggg age aca gta ccc aaa gat ggg cca gtg aga cct cag aac 
Arg Gly Gly Ser Thr Val Pro Lys Asp Gly Pro Val Arg Pro Gin Asn 
290 295 300 305 

get gaa gaa gaa aaa aga ggc tta gac ctg cgt gtg teg ggg tac ctg 
Ala Glu Glu Glu Lys Arg Gly Leu Asp Leu Arg Val Ser Gly Tyr Leu 
310 315 320 

aat ctg get get gac ttg gca cac aac ttc act gat ggt ctg gee att 
Asn Leu Ala Ala Asp Leu Ala His Asn Phe Thr Asp Gly Leu Ala He 
325 330 335 

999 get tec ttt cga ggg ggc egg gga eta ggg ate ctg acc aca atg 
Gly Ala Ser Phe Arg Gly Gly Arg Gly Leu Gly He Leu Thr Thr Met 
340 345 350 

act gtc ctg eta cat gaa gtg ccc cac gag gtc gga gac ttt gec ate 
Thr Val Leu Leu His Glu Val Pro His Glu Val Gly Asp Phe Ala He 
355 360 365 

ttg gtc cag tct ggc tgc age aaa aag cag gcg atg cgt ctg caa eta 
Leu Val Gin Ser Gly Cys Ser Lys Lys Gin Ala Met Arg Leu Gin Leu 
370 375 380 385 

ctg aca gca gta ggg gca ctg gca ggc aca gee tgt gee ctt etc act 
Leu Thr Ala Val Gly Ala Leu Ala Gly Thr Ala Cys Ala Leu Leu Thr 
390 395 400 

gaa gga gga gca gtg ggc agt gaa att gca ggt ggt gca ggt cct ggc 
Glu Gly Gly Ala Val Gly Ser Glu He Ala Gly Gly Ala Gly Pro Gly 
405 410 415 



SPO-128 
682 

730 

778 

826 

874 

922 

970 
1018 
1066 
1114 
1162 
1210 
1258 
1306 
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tgg gtc ctg cca ttt act gca ggt ggc ttt ate tac gta gca aca gtg 1354 
Trp Val Leu Pro Phe Thr Ala Gly Gly Phe He Tyr Val Ala Thr Val 
420 425 430 

tct gtg ttg ccc gag ctg ctg agg gag gca tea cca ttg caa tea ctt 1402 
Ser Val Leu Pro Glu Leu Leu Arg Glu Ala Ser Pro Leu Gin Ser Leu 
435 440 445 

ctg gag gtg ctg ggg ctg ctg ggg gga gtt ate atg atg gtg ctg att 1450 
Leu Glu Val Leu Gly Leu Leu Gly Gly Val He Met Met Val Leu He 
450 455 460 465 

gee cac ctt gag tga ggggtggata aactacccct gccccaaacc tctaccccta 1505 
Ala His Leu Glu 



actccaggtc aggggtgcgt agaggttggg ggccctggcc agggacatct gecaaaggaa 1565 

ggaactgtag cctgggagaa tggttacttt ggcattaggg ccttcaaggg ctggcagtct 1625 

tacagaggct ggagcggtga gaatgagagg ccagagggac catagtgttg ggcactgtct 1685 

gaccatgttg catttggaag gctaaatggg gecatgaaga aggctggaag ggacaggggg 1745 

tgatggcagc ctacctggtg tcccctaccc cacctgttct eggagaacca agttgctaca 1805 

caggaagttc tccaaggtcc agtttccttt ctcccaccag ttggtggagg cttcagggaa 1865 

gaccagagtc ctggacagag agggtaacag gaggagtegg ggataaacat caaacatcaa 1925 

tcgtgtgtcc tgatttggga gtgattgggg ggatggggtg ggagagggtt agttggtatt 1985 

ctcatggcct gatttttttt gtttctattc cttttatatc actgtgtttg aatcgagggg 2045 

gaggggtggt aaceggaaat aaagacctcc gatcttccgc cccaaaaaaa aaaaaaaaaa 2105 

aaaaa 2110 



<210> 26 

<211> 469 

<212> PRT 

<213> Homo sapiens 

<400> 26 

Met Ala Arg Gly Leu Gly Ala Pro His Trp Val Ala Val Gly Leu Leu 
15 10 15 



Thr Trp Ala Thr Leu Gly Leu Leu Val Ala Gly Leu Gly Gly His Asp 
20 25 30 



Asp Leu His Asp Asp Leu Gin Glu Asp Phe His Gly His Ser His Arg 
35 40 45 
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His Ser His Glu Asp Phe His His Gly His Ser His Ala His Gly His 
50 55 60 



Gly His Thr His Glu Ser He Trp His Gly His Thr His Asp His Asp 
65 70 75 80 



His Gly His Ser His Glu Asp Leu His His Gly His Ser His Gly Tyr 
85 90 95 



Ser His Glu Ser Leu Tyr His Arg Gly His Gly His Asp His Glu His 
100 105 110 



Ser His Gly Gly Tyr Gly Glu Ser Gly Ala Pro Gly He Lys Gin Asp 
115 120 125 



Leu Asp Ala Val Thr Leu Trp Ala Tyr Ala Leu Gly Ala Thr Val Leu 
130 135 140 



He Ser Ala Ala Pro Phe Phe Val Leu Phe Leu He Pro Val Glu Ser 
145 150 155 160 



Asn Ser Pro Arg His Arg Ser Leu Leu Gin He Leu Leu Ser Phe Ala 
165 170 175 



Ser Gly Gly Leu Leu Gly Asp Ala Phe Leu His Leu He Pro His Ala 
180 185 190 



Leu Glu Pro His Ser His His Thr Leu Glu Gin Pro Gly His Gly His 
195 200 205 



Ser His Ser Gly Gin Gly Pro He Leu Ser Val Gly Leu Trp Val Leu 
210 215 220 



Ser Gly He Val Ala Phe Leu Val Val Glu Lys Phe Val Arg His Val 
225 230 235 " 240 



Lys Gly Gly His Gly His Ser His Gly His Gly His Ala His Ser His 
245 250 255 



Thr Arg Gly Ser His Gly His Gly Arg Gin Glu Arg Ser Thr Lys Glu 
260 265 270 
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Lys Gin Ser Ser Glu Glu Glu Glu Lys Glu Thr Arg Gly Val Gin Lys 
275 280 285 



Arg Arg Gly Gly Ser Thr Val Pro Lys Asp Gly Pro Val Arg Pro Gin 
290 295 300 



Asn Ala Glu Glu Glu Lys Arg Gly Leu Asp Leu Arg Val Ser Gly Tyr 
305 310 315 320 



Leu Asn Leu Ala Ala Asp Leu Ala His Asn Phe Thr Asp Gly Leu Ala 
325 330 335 



lie Gly Ala Ser Phe Arg Gly Gly Arg Gly Leu Gly lie Leu Thr Thr 
340 345 350 



Met Thr Val Leu Leu His Glu Val Pro His Glu Val Gly Asp Phe Ala 
355 360 365 



lie Leu Val Gin Ser Gly Cys Ser Lys Lys Gin Ala Met Arg Leu Gin 
370 375 380 



Leu Leu Thr Ala Val Gly Ala Leu Ala Gly Thr Ala Cys Ala Leu Leu 
385 390 395 400 



Thr Glu Gly Gly Ala Val Gly Ser Glu He Ala Gly Gly Ala Gly Pro 
405 410 415 



Gly Trp Val Leu Pro Phe Thr Ala Gly Gly Phe He Tyr Val Ala Thr 
420 425 430 



Val Ser Val Leu Pro Glu Leu Leu Arg Glu Ala Ser Pro Leu Gin Ser 
435 440 445 



Leu Leu Glu Val Leu Gly Leu Leu Gly Gly Val He Met Met Val Leu 
450 455 460 



He Ala His Leu Glu 
465 



<210> 27 
<211> 5231 



J : \SPO\128\Sequences\SPO-128 . ST25 . txt/DNB/ehm 



23 



SPO-128 



<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (79) . . (2574) 

<400> 27 

cacgatttgg tgcagccggg gtttggtacc gagcggagag gagatgcaca cggcactcga 60 

gtgtgaggaa aaatagaa atg aag gta cat atg cac aca aaa ttt tgc etc 111 

Met Lys Val His Met His Thr Lys Phe Cys Leu 
15 10 

att tgt ttg ctg aca ttt att ttt cat cat tgc aac cat tgc cat gaa 159 
lie Cys Leu Leu Thr Phe lie Phe His His Cys Asn His Cys His Glu 
15 20 25 

gaa cat gac cat ggc cct gaa gcg ctt cac aga cag cat cgt gga atg 207 
Glu His Asp His Gly Pro Glu Ala Leu His Arg Gin His Arg Gly Met 
30 35 40 

aca gaa ttg gag cca age aaa ttt tea aag caa get get gaa aat gaa 255 
Thr Glu Leu Glu Pro Ser Lys Phe Ser Lys Gin Ala Ala Glu Asn Glu 
45 50 55 

aaa aaa tac tat att gaa aaa ctt ttt gag cgt tat ggt gaa aat gga 303 
Lys Lys Tyr Tyr lie Glu Lys Leu Phe Glu Arg Tyr Gly Glu Asn Gly 
60 65 70 75 

aga tta tec ttt ttt ggt ttg gag aaa ctt tta aca aac ttg ggc ctt 351 
Arg Leu Ser Phe Phe Gly Leu Glu Lys Leu Leu Thr Asn Leu Gly Leu 
80 85 90 

gga gag aga aaa gta gtt gag att aat cat gag gat ctt ggc cac gat 3 99 

Gly Glu Arg Lys Val Val Glu lie Asn His Glu Asp Leu Gly His Asp 
95 100 105 

cat gtt tct cat tta gat att ttg gca gtt caa gag gga aag cat ttt 447 
His Val Ser His Leu Asp He Leu Ala Val Gin Glu Gly Lys His Phe 
110 115 120 

cac tea cat aac cac cag cat tec cat aat cat tta aat tea gaa aat 495 
His Ser His Asn His Gin His Ser His Asn His Leu Asn Ser Glu Asn 
125 130 135 

caa act gtg ace agt gta tec aca aaa aga aac cat aaa tgt gat cca 543 
Gin Thr Val Thr Ser Val Ser Thr Lys Arg Asn His Lys Cys Asp Pro 
140 145 150 155 

gag aaa gag aca gtt gaa gtg tct gta aaa tct gat gat aaa cat atg 591 
Glu Lys Glu Thr Val Glu Val Ser Val Lys Ser Asp Asp Lys His Met 
160 165 170 
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cat gac cat aat cac cgc eta cgt cat cac cat cgt ttg cat cat cat 639 
His Asp His Asn His Arg Leu Arg His His His Arg Leu His His His 
175 180 185 

ctt gat cat aac aac act cac cat ttt cat aat gat tec att act ccc 687 
Leu Asp His Asn Asn Thr His His Phe His Asn Asp Ser lie Thr Pro 
190 195 200 

agt gag cgt ggg gag cct age aat gaa cct tea aca gag ace aat aaa 735 
Ser Glu Arg Gly Glu Pro Ser Asn Glu Pro Ser Thr Glu Thr Asn Lys 
205 210 215 

acc cag gaa caa tct gat gtt aaa eta ccg aaa gga aag agg aag aaa 783 
Thr Gin Glu Gin Ser Asp Val Lys Leu Pro Lys Gly Lys Arg Lys Lys 
220 225 230 235 

aaa ggg agg aaa agt aat gaa aat tct gag gtt att aca cca ggt ttt 831 
Lys Gly Arg Lys Ser Asn Glu Asn Ser Glu Val lie Thr Pro Gly Phe 
240 245 250 

ccc cct aac cat gat cag ggt gaa cag tat gag cat aat egg gtc cac 879 
Pro Pro Asn His Asp Gin Gly Glu Gin Tyr Glu His Asn Arg Val His 
255 260 265 

aaa cct gat cgt gta cat aac cca ggt cat tct cat gta cat ctt cca 927 
Lys Pro Asp Arg Val His Asn Pro Gly His Ser His Val His Leu Pro 
270 275 280 

gaa cgt aat ggt cat gat cct ggt cgt gga cac caa gat ctt gat cct 975 
Glu Arg Asn Gly His Asp Pro Gly Arg Gly His Gin Asp Leu Asp Pro 
285 290 295 

gat aat gaa ggt gaa ctt cga cat act aga aag aga gaa gca cca cat 1023 
Asp Asn Glu Gly Glu Leu Arg His Thr Arg Lys Arg Glu Ala Pro His 
300 305 310 315 

gtt aaa aat aat gca ata att tct ttg aga aaa gat eta aat gaa gat 1071 
Val Lys Asn Asn Ala lie lie Ser Leu Arg Lys Asp Leu Asn Glu Asp 
320 325 330 

gac cat cat cat gaa tgt ttg aac gtc act cag tta tta aaa tac tat 1119 
Asp His His His Glu Cys Leu Asn Val Thr Gin Leu Leu Lys Tyr Tyr 
335 340 345 

ggt cat ggt gec aac tct ccc ate tea act gat tta ttt aca tac ctt 1167 
Gly His Gly Ala Asn Ser Pro lie Ser Thr Asp Leu Phe Thr Tyr Leu 
350 355 360 

tgc cct gca ttg tta tat caa ate gac age aga ctt tgt att gag cat 1215 
Cys Pro Ala Leu Leu Tyr Gin lie Asp Ser Arg Leu Cys lie Glu His 
365 370 375 

ttt gac aaa ctt tta gtt gaa gat ata aat aag gat aaa aac ctg gtt 1263 
Phe Asp Lys Leu Leu Val Glu Asp lie Asn Lys Asp Lys Asn Leu Val 
380 385 390 395 
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cct gaa gat gag gca aat ata ggg gca tea gec tgg att tgt ggt ate 1311 
Pro Glu Asp Glu Ala Asn lie Gly Ala Ser Ala Trp lie Cys Gly lie 
400 405 410 

att tct ate act gtc att age ctg ctt tec ttg eta ggc gtg ate ttg 1359 
lie Ser lie Thr Val lie Ser Leu Leu Ser Leu Leu Gly Val lie Leu 
415 420 425 

gtt cct ate att aac caa gga tgc ttc aaa ttc ctt ctt aca ttc ctt 1407 
Val Pro lie lie Asn Gin Gly Cys Phe Lys Phe Leu Leu Thr Phe Leu 
430 435 440 

gtt gca tta get gta gga aca atg agt gga gac gee ctt ctt cat eta 1455 
Val Ala Leu Ala Val Gly Thr Met Ser Gly Asp Ala Leu Leu His Leu 
445 450 455 

ctg ccc cat tct cag ggt gga cat gat cac agt cac caa cat gca cat 1503 
Leu Pro His Ser Gin Gly Gly His Asp His Ser His Gin His Ala His 
460 465 470 475 

ggg cat gga cat tct cat gga cat gaa tct aac aag ttt ttg gaa gaa 1551 
Gly His Gly His Ser His Gly His Glu Ser Asn Lys Phe Leu Glu Glu 
480 485 490 

tat gat get gta ttg aaa gga ctt gtt get eta gga ggc att tac ttg 1599 
Tyr Asp Ala Val Leu Lys Gly Leu Val Ala Leu Gly Gly lie Tyr Leu 
495 500 505 

eta ttt ate att gaa cac tgc att aga atg ttt aag cac tac aaa caa 1647 
Leu Phe lie lie Glu His Cys lie Arg Met Phe Lys His Tyr Lys Gin 
510 515 520 

caa aga gga aaa cag aaa tgg ttt atg aaa cag aac aca gaa gaa tea 1695 
Gin Arg Gly Lys Gin Lys Trp Phe Met Lys Gin Asn Thr Glu Glu Ser 
525 530 535 

act att gga aga aag ctt tea gat cac aag tta aac aat aca cca gat 1743 
Thr lie Gly Arg Lys Leu Ser Asp His Lys Leu Asn Asn Thr Pro Asp 
540 545 550 555 

tct gac tgg ctt caa etc aag cct ctt gee gga act gat gac teg gtt 1791 
Ser Asp Trp Leu Gin Leu Lys Pro Leu Ala Gly Thr Asp Asp Ser Val 
560 565 570 

gtt tct gaa gat cga ctt aat gaa act gaa ctg aca gat tta gaa ggc 183 9 

Val Ser Glu Asp Arg Leu Asn Glu Thr Glu Leu Thr Asp Leu Glu Gly 
575 580 585 

caa caa gaa tec cct cct aaa aat tac ctt tgt ata gaa gag gag aaa 1887 
Gin Gin Glu Ser Pro Pro Lys Asn Tyr Leu Cys lie Glu Glu Glu Lys 
590 595 600 

ate ata gac cat tct cac agt gat gga tta cat acc att cat gag cat 1935 
lie lie Asp His Ser His Ser Asp Gly Leu His Thr lie His Glu His 
605 610 615 
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gat etc cat get get gca cat aac cac cac ggc gag aac aaa act gtg 
Asp Leu His Ala Ala Ala His Asn His His Gly Glu Asn Lys Thr Val 

620 625 630 635 

ctg agg aag cat aat cac cag tgg cac cac aag cat tct cat cat tec 

Leu Arg Lys His Asn His Gin Trp His His Lys His Ser His His Ser 
640 645 650 

cat ggc ccc tgt cat tct gga tec gat ctg aaa gaa aca gga ata get 

His Gly Pro Cys His Ser Gly Ser Asp Leu Lys Glu Thr Gly lie Ala 
655 660 665 

aat ata gee tgg atg gtg ate atg ggg gat ggc ate cac aac ttc agt 

Asn lie Ala Trp Met Val lie Met Gly Asp Gly lie His Asn Phe Ser 
670 675 680 

gat ggg etc gca att ggt gca get ttc agt get gga ttg aca gga gga 
Asp Gly Leu Ala He Gly Ala Ala Phe Ser Ala Gly Leu Thr Gly Gly 
685 690 695 

ate agt act tct ata gee gtc ttc tgt cat gaa ctg cca cat gaa tta 

He Ser Thr Ser He Ala Val Phe Cys His Glu Leu Pro His Glu Leu 

700 705 710 715 

gga gat ttt gca gtt ctt ctt aaa gca ggc atg act gta aag caa gca 

Gly Asp Phe Ala Val Leu Leu Lys Ala Gly Met Thr Val Lys Gin Ala 
720 725 730 

att gta tac aac etc etc tct gee atg atg get tac ata ggc atg etc 

He Val Tyr Asn Leu Leu Ser Ala Met Met Ala Tyr He Gly Met Leu 
735 740 745 

ata ggc aca get gtt ggt cag tat gee aat aac ate aca ctt tgg ate 

He Gly Thr Ala Val Gly Gin Tyr Ala Asn Asn He Thr Leu Trp He 
750 755 760 

ttt gca gtc act gca ggc atg ttc etc tat gta gee ttg gtg gat atg 

Phe Ala Val Thr Ala Gly Met Phe Leu Tyr Val Ala Leu Val Asp Met 
765 770 775 

ctt cca gaa atg ttg cat ggt gat ggt gac aat gaa gaa cat ggc ttt 

Leu Pro Glu Met Leu His Gly Asp Gly Asp Asn Glu Glu His Gly Phe 

780 785 790 795 

tgt cct gtg ggg caa ttc ate ctt cag aat tta gga ttg etc ttt gga 

Cys Pro Val Gly Gin Phe He Leu Gin Asn Leu Gly Leu Leu Phe Gly 
800 805 810 

ttt gee att atg ctg gtg att gee etc tat gaa gat aaa att gtg ttt 

Phe Ala He Met Leu Val He Ala Leu Tyr Glu Asp Lys He Val Phe 
815 820 825 

gac ate cag ttt tga cctttcccag taatcactgt tgattacgag aatgttacca 
Asp He Gin Phe 
830 



SPO-128 
1983 

2031 

2079 

2127 

2175 

2223 

2271 

2319 

2367 

2415 

2463 

2511 

2559 

2614 
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tgcagc 1 1 tg 


cat cuguucc 


uuguacugua 


ugcacauugc 


t caaaggaaa 


gtcagtggct 


ZD /4 


4— r*i *a ^ *a 4— 

ugca.cua.cuu 


acaaguuuca 


uagauuugag 


ccuaaccaca 


agaggc tggt 


gcu uaguacu 


Z 1 j 4 


/—* 4- 4- 4- 4- /-i /— i /— i 4"~ ^ 


cacguagggg 


4-r-.4-4-4-4--3-3^-3 

uCuL.uL.aaaa 


a t* a t" 3 a a /~rt** +~ 

auauaaagc u 


ug ugauaaay 


agaggagaau 




duyyyauuuu 


ct i_y da.v_u.cty u 


yuuyctuctuy u 


h^nat" haarra 
u uy d U Lady d 


LLLLLLdLda 


iaat"aaaat"r^aa+~aa 
ddLddLLdCd 


Z £3 D 


LddddL-dL- L ci 


crlr't-r't- 1 - hat- 


hanl'anaaar 1 
L.cty L.cty ctctctL- 


t* +* r*t" rsi- drift - 
L. LLLy l y y L. L 


aa hnrarraaah 
dLyLdyddd L 


arrana +~ pna aa 
dy dy d l uy aa 


9 Q 1 d 


UUdddddddd 


LL.au L LaddL 


U U Uctctctctct Ud 


4-4-4-4-3-3-3+- rrrr 
UUUUdddUyy 


duuuuyyyyd 


yduduuuuuu 


0 Q74 




^ /™r "^i 4— r^r «s »a 4— 4- 

ayddLyaaL U 


r*t 4~ m /t 4— 4— /-« 4— 

g Lay tyc ucu 


4-4-^^4-4-/-i^ /-» /— i 

uuaau ucagc 


t-anaHat-aft- 

uacauauauu 


caugugguga 


"3 ri *3 id 


4- -\ /— r ra 4- /-i ^ ^ 

uagggaucaa 


t~* 4- 4— /~r ra /— i /— i ti 

cuugacacaa 


/~< 4~ 4— 4— /-t n ^ n n f- 

cuuugaaacu 


gcauaaagua 


gacauaggaa 


cuagaggaaa 


j u y 4 


/-» 4- aa jt/t r~* \- r~\ 

gcccaygcty 


CoLLayay Lo 


4— /-« -3 »3 4~ 4- 4- -3 /->r /~i 

uy a a u u uagc 


a l ugggaaaa 


gcccuuauuc 


4— 4— /-+ *^ +" yi +* — \ yr 

uugaaucuag 






t-t-t-rrt-aat-aat-aa 


4- 4— 4— /"i 4— *3 

u u uy ca Lay l 


z— r 4-4-4-?a^ , a/-</— <4— 

guLLaaaccL 


geagecuaaa 


cuacugaaau 


-JOT /1 




o 4- rrt- f 4- rrt~ rrt- 
dLy LLLy Ly L 


/-fa /~r f~* 4- 4- /->i aa /~r f~ 

y dy c l LCdUj u 


+*t~aaaa+"/^Taaaaa #**t 
LLddLydddy 


auueauaaug 


guucuuugua 


0 z / 4 


LLdLLdLddL 


rs f~t 4- 4- rT/T t- t~ 

aCLtyy Lytt. 


gyyy ugu uc u 


uucuguuuug 


f-f-t-t-t-f-aar<4-4- 

uuuuuuacuu 


+-- a - a 4-4-4-4-/-«r4-4- 

uaauu uuguu 


1 "5 "3 /l 


H-rta t* f- *- 1- 1- 1- 

LUyaLtLLLL 


4-4-4-4-4-4-M-ff 

uuuuuuuuuu 


tttggcgggg 


y uaggugagg 


guuuggagca 


4-^~*4-/-T/-r4-/-t4-4-4- 

ugugguc u u u 


*3 "3 O /I 

j 0 y4 


UUddddaaUU 


yLaaCCCLCL 


agaaaa ua uc 


aaagaaauga 


accagacgug 


guuuaaauag 


0 >1 c A 
J4 b4 


LUyaLLLULU 


hai-hhhaara 
LdLLL LddLa 


y LdLLddLLd 


yuuaauuyyy 


aaaug uaagu 


4- «4" /—r — 5 —5 4~ /— r 4- 4— 

ucugaauguu 


0 D 14 


L-aUa L LLjL L L 


t - a r*pa n't" h +" n 
LaL.L.ay l l l y 


yLdL uyyddu 


LddydyLdLd 


4- /-f 4- /—i 4- /-T/-T /-< 4- 

uyuuyuyycu 


yycuacaagg 


jD / 4 


t uy Laaay l a 


yddddLuydd 


yuuuduuduy 


uuuyudduyu 


nt/apatrraan 
y LdtdLyddy 


ugucaauuua 


"3 £ 1 d 


fi /— < ^ ir4- 4~~ *5 

yaaCayLLaC 


uaggauaaac 


uccauuauug 


/-^ y-^ a 4— /— r /— r r— < 4— /— c 4— 

ccauggcugu 


catggtaccc 


aagtgacttg 


J 6 y4 


gaagaugcau 


uuaaauuacu 


cagcugaaau 


cacttgatca 


tcttgtgcca 


agatatgetg 


3 754 


uuggugccug 


auagggauua 


gucuuuuagg 


tgccctgttc 


tcctaccata 


attgtgaatg 


3814 


atutgtyayo 


ay ugcaagcc 


4- /-<r 4— 4- 4— ^ 4- r*i /-» 

auguuuaucc 


t-rrraaai-t-t--ht-aa 

ugaauuuuua 


— 4-f. — .4. . .4.1. 

cuuaauaauu 


tgtattacta 


3 0 /4 


/- y f~ /~i 2 'f - 3 fr /-< O 

y LLdLaLyCa 


uy uagc u llc 


uguuuacauc 


cuaugccaca 


uggucuueau 


ttatgecagg 


*3 Q O /l 

3 y34 


i - aa aa aa i'"' t~ +■ a t" 
LaaaL. Ly L. d U 


4~ 4- na aa +- aa ■H ri 

uuyciciCL.ciuy 


uy c d.yc uagc 


uuuguuuuaa 


4— /-I 4~ /— T /—I 4— 4- /-< 

uc ugc u uggc 


aaccagugua 


"5 Q Q A 

3 y y 4 


gcugcuguaa 


^ ^ 4"~ 4~ ^ 4~ 4~ 

caaucuaucu 


4— *~\ 4~ 4~ 4™ 4- ^ 

uauugu ucaa 


atatataaga 


gccaaactct 


tttccat tec 


4 054 


atctaaaatg 


ttttcattta 


gtactcttct 


ttcctcctac 


tctatgaact 


tcaaaacaaa 


4114 


aacaaaactt 


tgagagcagc 


acatgcatcc 


aggtatttat 


agattattgc 


cagtgtcttt 


4174 


tctgtatgct 


ataagcaagg 


gagcttaggt 


gttatttctt 


taatttatgc 


ttgaatctga 


4234 


aaaattattt 


ctgacttact 


ccatggcctc 


cttataataa 


gtagaagttt 


tatatataat 


4294 
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taattttcag 


cattgggcac 


tgaattagga 


cagtcctcat 


etcattgett 


ggcccttcaa 


4354 


gcaacctagc 


taaaaggtgc 


tgatatttta 


tttagtactg 


ccaacttcaa 


gtgat ttaga 


4414 


tat ctatc ta 


t c fcacrat 1 1 c 

\m* Vp^ W W*. W ^ \-* *W 


taaaccaaaa 

*-* t*. W*. W *W (ti ^-J 


tatatttata 


attcactttt 


aaatttttat 
y y y 


44 74 


acccacggta 


ggatt ctgca 


ttccagcatt 


aaatctactt 


cattttaaaa 


cctttat*aaa 


4534 


agcaatagct 


ggaatatact 


cccagtttta 


aaataaatgc 


ctaattaatt 


taaaacaaafc 


4594 


aggttatgct 


gaagtatata 


aagaagtttt 


atattctctc 


aaaaatggta 


ttatctttct 


4654 


ttatttgcta 


gattcttaca 


aatcttttaa 


gagggctgta 


acagttgctg 


ctagtattag 


4714 


ggttccacat 


cattctaatg 


tatagt t tea 


agtcttaata 


cracaatctcra 


attccactar 


4774 


atttcttttg 


gctccaacat 


tccttt tagc 


ttoaccaotc 


t aat t taaaa 


tatatttatt 


4834 


qqaqqtcatt 


aacgttactt 


gtacaatget 


gtcactgtgt 


gacatccata 


tgaat t ttgg 


4894 


tatatatcaa 


tcaatcaatc 


aatcacattg 


cattcaatca 


atcagctgtg 


attgattgat 


4954 


tatgcttaga 


aatactatag 


taactagatg 


cagtgtgaat 


tttttccatt 


aacaaacaaa 


5014 


caaacaagtc 


agtggcttaa 


atgtgattat 


ggtcctgcaa 


ggtgattctt 


gctaaaatat 


5074 


ctaaactttt 


gttttgtttt 


aactgaatca 


ttttttaact 


taaaaagctg 


gaaaatatca 


5134 


aatgctgttt 


ttttttttca 


ttgtcaacag 


tggtgtgtca 


ttttatgtat 


gttcctaatg 


5194 


cttatggaac 


tcctccaaaa 


taaagttact 


caaagag 






5231 



<210> 28 

<211> 831 

<212> PRT 

<213> Homo sapiens 

<400> 28 

Met Lys Val His Met His Thr Lys Phe Cys Leu lie Cys Leu Leu Thr 
1 5 10 15 

Phe lie Phe His His Cys Asn His Cys His Glu Glu His Asp His Gly 
20 25 30 

Pro Glu Ala Leu His Arg Gin His Arg Gly Met Thr Glu Leu Glu Pro 
35 40 45 

Ser Lys Phe Ser Lys Gin Ala Ala Glu Asn Glu Lys Lys Tyr Tyr lie 
50 55 60 
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Glu Lys Leu Phe Glu Arg Tyr Gly Glu Asn Gly Arg Leu Ser Phe Phe 
65 70 75 80 



Gly Leu Glu Lys Leu Leu Thr Asn Leu Gly Leu Gly Glu Arg Lys Val 
85 90 95 



Val Glu lie Asn His Glu Asp Leu Gly His Asp His Val Ser His Leu 
100 105 110 



Asp lie Leu Ala Val Gin Glu Gly Lys His Phe His Ser His Asn His 
115 120 125 



Gin His Ser His Asn His Leu Asn Ser Glu Asn Gin Thr Val Thr Ser 
130 135 140 



Val Ser Thr Lys Arg Asn His Lys Cys Asp Pro Glu Lys Glu Thr Val 
145 150 155 160 



Glu Val Ser Val Lys Ser Asp Asp Lys His Met His Asp His Asn His 
165 170 175 



Arg Leu Arg His His His Arg Leu His His His Leu Asp His Asn Asn 
180 185 190 



Thr His His Phe His Asn Asp Ser lie Thr Pro Ser Glu Arg Gly Glu 
195 200 205 



Pro Ser Asn Glu Pro Ser Thr Glu Thr Asn Lys Thr Gin Glu Gin Ser 
210 215 220 



Asp Val Lys Leu Pro Lys Gly Lys Arg Lys Lys Lys Gly Arg Lys Ser 
225 230 235 240 



Asn Glu Asn Ser Glu Val lie Thr Pro Gly Phe Pro Pro Asn His Asp 
245 250 255 



Gin Gly Glu Gin Tyr Glu His Asn Arg Val His Lys Pro Asp Arg Val 
260 265 270 



His Asn Pro Gly His Ser His Val His Leu Pro Glu Arg Asn Gly His 
275 280 285 



J : \SPO\12 8\Sequences\SPO- 128 . ST25 . txt/DNB/ehm 



30 
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Asp Pro Gly Arg Gly His Gin Asp Leu Asp Pro Asp Asn Glu Gly Glu 
290 295 300 



Leu Arg His Thr Arg Lys Arg Glu Ala Pro His Val Lys Asn Asn Ala 
305 310 315 320 



lie lie Ser Leu Arg Lys Asp Leu Asn Glu Asp Asp His His His Glu 
325 330 335 



Cys Leu Asn Val Thr Gin Leu Leu Lys Tyr Tyr Gly His Gly Ala Asn 
340 345 350 



Ser Pro lie Ser Thr Asp Leu Phe Thr Tyr Leu Cys Pro Ala Leu Leu 
355 360 365 



Tyr Gin lie Asp Ser Arg Leu Cys lie Glu His Phe Asp Lys Leu Leu 
370 375 380 



Val Glu Asp lie Asn Lys Asp Lys Asn Leu Val Pro Glu Asp Glu Ala 
385 390 395 400 



Asn He Gly Ala Ser Ala Trp He Cys Gly He He Ser He Thr Val 
405 410 415 



He Ser Leu Leu Ser Leu Leu Gly Val He Leu Val Pro He He Asn 
420 425 430 



Gin Gly Cys Phe Lys Phe Leu Leu Thr Phe Leu Val Ala Leu Ala Val 
435 440 445 



Gly Thr Met Ser Gly Asp Ala Leu Leu His Leu Leu Pro His Ser Gin 
450 455 460 



Gly Gly His Asp His Ser His Gin His Ala His Gly His Gly His Ser 
465 470 475 480 



His Gly His Glu Ser Asn Lys Phe Leu Glu Glu Tyr Asp Ala Val Leu 
485 490 495 



Lys Gly Leu Val Ala Leu Gly Gly He Tyr Leu Leu Phe He He Glu 
500 505 510 
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His Cys lie Arg Met Phe Lys His Tyr Lys Gin Gin Arg Gly Lys Gin 
515 520 525 



Lys Trp Phe Met Lys Gin Asn Thr Glu Glu Ser Thr lie Gly Arg Lys 
530 535 540 



Leu Ser Asp His Lys Leu Asn Asn Thr Pro Asp Ser Asp Trp Leu Gin 
545 550 555 560 



Leu Lys Pro Leu Ala Gly Thr Asp Asp Ser Val Val Ser Glu Asp Arg 
565 570 575 



Leu Asn Glu Thr Glu Leu Thr Asp Leu Glu Gly Gin Gin Glu Ser Pro 
580 585 590 



Pro Lys Asn Tyr Leu Cys lie Glu Glu Glu Lys lie lie Asp His Ser 
595 600 605 



His Ser Asp Gly Leu His Thr lie His Glu His Asp Leu His Ala Ala 
610 615 620 



Ala His Asn His His Gly Glu Asn Lys Thr Val Leu Arg Lys His Asn 
625 630 635 640 



His Gin Trp His His Lys His Ser His His Ser His Gly Pro Cys His 
645 650 655 



Ser Gly Ser Asp Leu Lys Glu Thr Gly lie Ala Asn lie Ala Trp Met 
660 665 670 



Val lie Met Gly Asp Gly lie His Asn Phe Ser Asp Gly Leu Ala lie 
675 680 685 



Gly Ala Ala Phe Ser Ala Gly Leu Thr Gly Gly lie Ser Thr Ser lie 
690 695 700 



Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp Phe Ala Val 
705 710 715 720 



Leu Leu Lys Ala Gly Met Thr Val Lys Gin Ala lie Val Tyr Asn Leu 
725 730 735 
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Leu Ser Ala Met Met Ala Tyr He Gly Met Leu He Gly Thr Ala Val 
740 745 750 



Gly Gin Tyr Ala Asn Asn He Thr Leu Trp He Phe Ala Val Thr Ala 
755 760 765 



Gly Met Phe Leu Tyr Val Ala Leu Val Asp Met Leu Pro Glu Met Leu 
770 775 780 



His Gly Asp Gly Asp Asn Glu Glu His Gly Phe Cys Pro Val Gly Gin 
785 790 795 800 



Phe He Leu Gin Asn Leu Gly Leu Leu Phe Gly Phe Ala He Met Leu 
805 810 815 



Val He Ala Leu Tyr Glu Asp Lys He Val Phe Asp He Gin Phe 
820 825 830 



<210> 29 

<211> 2744 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (138) . . (2387) 

<400> 29 

ctcgtgccga attcggcacg agaccgcgtg ttcgcgcctg gtagagattt ctcgaagaca 60 

ccagtgggcc cgtgtggaac caaacctgcg cgcgtggccg ggccgtggga caacgaggcc 12 0 

gcggagacga aggcgca atg gcg agg aag tta tct gta ate ttg ate ctg 170 

Met Ala Arg Lys Leu Ser Val He Leu He Leu 
15 10 

ace ttt gee etc tct gtc aca aat ccc ctt cat gaa eta aaa gca get 218 
Thr Phe Ala Leu Ser Val Thr Asn Pro Leu His Glu Leu Lys Ala Ala 
15 20 25 

get ttc ccc cag ace act gag aaa att agt ccg aat tgg gaa tct ggc 266 
Ala Phe Pro Gin Thr Thr Glu Lys He Ser Pro Asn Trp Glu Ser Gly 
30 35 40 

att aat gtt gac ttg gca att tec aca egg caa tat cat eta caa cag 314 
He Asn Val Asp Leu Ala He Ser Thr Arg Gin Tyr His Leu Gin Gin 
45 50 55 
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ctt ttc tac cgc tat gga gaa aat aat tct ttg tea gtt gaa ggg ttc 362 
Leu Phe Tyr Arg Tyr Gly Glu Asn Asn Ser Leu Ser Val Glu Gly Phe 
60 65 70 75 

aga aaa tta ctt caa aat ata ggc ata gat aag att aaa aga ate cat 410 
Arg Lys Leu Leu Gin Asn lie Gly lie Asp Lys lie Lys Arg lie His 
80 85 90 

ata cac cat gac cac gac cat cac tea gac cac gag cat cac tea gac 458 
lie His His Asp His Asp His His Ser Asp His Glu His His Ser Asp 
95 100 105 

cat gag cgt cac tea gac cat gag cat cac tea gac cac gag cat cac 506 
His Glu Arg His Ser Asp His Glu His His Ser Asp His Glu His His 
110 115 120 

tct gac cat aat cat get get tct ggt aaa aat aag cga aaa get ctt 554 
Ser Asp His Asn His Ala Ala Ser Gly Lys Asn Lys Arg Lys Ala Leu 
125 130 135 

tgc cca gac cat gac tea gat agt tea ggt aaa gat cct aga aac age 602 
Cys Pro Asp His Asp Ser Asp Ser Ser Gly Lys Asp Pro Arg Asn Ser 
140 145 150 155 

cag ggg aaa gga get cac cga cca gaa cat gee agt ggt aga agg aat 650 
Gin Gly Lys Gly Ala His Arg Pro Glu His Ala Ser Gly Arg Arg Asn 
160 165 170 

gtc aag gac agt gtt agt get agt gaa gtg acc tea act gtg tac aac 698 
Val Lys Asp Ser Val Ser Ala Ser Glu Val Thr Ser Thr Val Tyr Asn 
175 180 185 

act gtc tct gaa gga act cac ttt eta gag aca ata gag act cca aga 746 
Thr Val Ser Glu Gly Thr His Phe Leu Glu Thr lie Glu Thr Pro Arg 
190 195 200 

cct gga aaa etc ttc ccc aaa gat gta age age tec act cca ccc agt 794 
Pro Gly Lys Leu Phe Pro Lys Asp Val Ser Ser Ser Thr Pro Pro Ser 
205 210 215 

gtc aca tea aag age egg gtg age egg ctg get ggt agg aaa aca aat 842 
Val Thr Ser Lys Ser Arg Val Ser Arg Leu Ala Gly Arg Lys Thr Asn 
220 225 230 235 

gaa tct gtg agt gag ccc cga aaa ggc ttt atg tat tec aga aac aca 890 
Glu Ser Val Ser Glu Pro Arg Lys Gly Phe Met Tyr Ser Arg Asn Thr 
240 245 250 

aat gaa aat cct cag gag tgt ttc aat gca tea aag eta ctg aca tct . 938 

Asn Glu Asn Pro Gin Glu Cys Phe Asn Ala Ser Lys Leu Leu Thr Ser 
255 260 265 

cat ggc atg ggc ate cag gtt ccg ctg aat gca aca gag ttc aac tat 986 
His Gly Met Gly lie Gin Val Pro Leu Asn Ala Thr Glu Phe Asn Tyr 
270 275 280 
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etc tgt cca gec ate ate aac caa att gat get aga tct tgt ctg att 1034 
Leu Cys Pro Ala lie lie Asn Gin lie Asp Ala Arg Ser Cys Leu lie 
285 290 295 

cat aca agt gaa aag aag get gaa ate cct cca aag acc tat tea tta 1082 
His Thr Ser Glu Lys Lys Ala Glu lie Pro Pro Lys Thr Tyr Ser Leu 
300 305 310 315 

caa ata gee tgg gtt ggt ggt ttt ata gee att tec ate ate agt ttc 1130 
Gin lie Ala Trp Val Gly Gly Phe lie Ala lie Ser lie lie Ser Phe 
320 325 330 

ctg tct ctg ctg ggg gtt ate tta gtg cct etc atg aat egg gtg ttt 1178 
Leu Ser Leu Leu Gly Val lie Leu Val Pro Leu Met Asn Arg Val Phe 
335 340 345 

ttc aaa ttt etc ctg agt ttc ctt gtg gca ctg gee gtt ggg act ttg 1226 
Phe Lys Phe Leu Leu Ser Phe Leu Val Ala Leu Ala Val Gly Thr Leu 
350 355 360 

agt ggt gat get ttt tta cac ctt ctt cca cat tct cat gca agt cac 1274 
Ser Gly Asp Ala Phe Leu His Leu Leu Pro His Ser His Ala Ser His 
365 370 375 

cac cat agt cat age cat gaa gaa cca gca atg gaa atg aaa aga gga 1322 
His His Ser His Ser His Glu Glu Pro Ala Met Glu Met Lys Arg Gly 
380 385 390 395 

cca ctt ttc agt cat ctg tct tct caa aac ata gaa gaa agt gee tat 1370 
Pro Leu Phe Ser His Leu Ser Ser Gin Asn lie Glu Glu Ser Ala Tyr 
400 405 410 

ttt gat tec acg tgg aag ggt eta aca get eta gga ggc ctg tat ttc 1418 
Phe Asp Ser Thr Trp Lys Gly Leu Thr Ala Leu Gly Gly Leu Tyr Phe 
415 420 425 

atg ttt ctt gtt gaa cat gtc etc aca ttg ate aaa caa ttt aaa gat 1466 
Met Phe Leu Val Glu His Val Leu Thr Leu lie Lys Gin Phe Lys Asp 
430 435 440 

aag aag aaa aag aat cag aag aaa cct gaa aat gat gat gat gtg gag 1514 
Lys Lys Lys Lys Asn Gin Lys Lys Pro Glu Asn Asp Asp Asp Val Glu 
445 450 455 

att aag aag cag ttg tec aag tat gaa tct caa ctt tea aca aat gag 1562 
lie Lys Lys Gin Leu Ser Lys Tyr Glu Ser Gin Leu Ser Thr Asn Glu 
460 465 470 475 

gag aaa gta gat aca gat gat cga act gaa ggc tat tta cga gca gac 1610 
Glu Lys Val Asp Thr Asp Asp Arg Thr Glu Gly Tyr Leu Arg Ala Asp 
480 485 490 

tea caa gag ccc tec cac ttt gat tct cag cag cct gca gtc ttg gaa 1658 
Ser Gin Glu Pro Ser His Phe Asp Ser Gin Gin Pro Ala Val Leu Glu 
495 500 505 
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gaa gaa gag gtc atg ata get cat get cat cca cag gaa gtc tac aat 
Glu Glu Glu Val Met He Ala His Ala His Pro Gin Glu Val Tyr Asn 
510 515 520 

gaa tat gta ccc aga ggg tgc aag aat aaa tgc cat tea cat ttc cac 
Glu Tyr Val Pro Arg Gly Cys Lys Asn Lys Cys His Ser His Phe His 
525 530 535 

gat aca etc ggc cag tea gac gat etc att cac cac cat cat gac tac 
Asp Thr Leu Gly Gin Ser Asp Asp Leu He His His His His Asp Tyr 
540 545 550 555 

cat cat att etc cat cat cac cac cac caa aac cac cat cct cac agt 
His His He Leu His His His His His Gin Asn His His Pro His Ser 
560 565 570 

cac age cag cgc tac tct egg gag gag ctg aaa gat gee ggc gtc gee 
His Ser Gin Arg Tyr Ser Arg Glu Glu Leu Lys Asp Ala Gly Val Ala 
575 580 585 

act ttg gee tgg atg gtg ata atg ggt gat ggc ctg cac aat ttc age 
Thr Leu Ala Trp Met Val He Met Gly Asp Gly Leu His Asn Phe Ser 
590 595 600 

gat ggc eta gca att ggt get get ttt act gaa ggc tta tea agt ggt 
Asp Gly Leu Ala He Gly Ala Ala Phe Thr Glu Gly Leu Ser Ser Gly 
605 610 615 

tta agt act tct gtt get gtg ttc tgt cat gag ttg cct cat gaa tta 
Leu Ser Thr Ser Val Ala Val Phe Cys His Glu Leu Pro His Glu Leu 
620 625 630 635 

ggt gac ttt get gtt eta eta aag get ggc atg ace gtt aag cag get 
Gly Asp Phe Ala Val Leu Leu Lys Ala Gly Met Thr Val Lys Gin Ala 
640 645 650 

gtc ctt tat aat gca ttg tea gee atg ctg gcg tat ctt gga atg gca 
Val Leu Tyr Asn Ala Leu Ser Ala Met Leu Ala Tyr Leu Gly Met Ala 
655 660 665 

aca gga att ttc att ggt cat tat get gaa aat gtt tct atg tgg ata 
Thr Gly He Phe He Gly His Tyr Ala Glu Asn Val Ser Met Trp He 
670 675 680 

ttt gca ctt act get ggc tta ttc atg tat gtt get ctg gtt gat atg 
Phe Ala Leu Thr Ala Gly Leu Phe Met Tyr Val Ala Leu Val Asp Met 
685 690 695 

gta cct gaa atg ctg cac aat gat get agt gac cat gga tgt age cgc 
Val Pro Glu Met Leu His Asn Asp Ala Ser Asp His Gly Cys Ser Arg 
700 705 710 715 

fc 99 999 tat ttc ttt: tta cag aat get ggg atg ctt ttg ggt ttt gga 
Trp Gly Tyr Phe Phe Leu Gin Asn Ala Gly Met Leu Leu Gly Phe Gly 
720 725 730 



SPO-128 
1706 

1754 

1802 

1850 

1898 

1946 

1994 

2042 

2090 

2138 

2186 

2234 

2282 

2330 
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att atg tta ctt att tec ata ttt gaa cat aaa ate gtg ttt cgt ata 2378 
He Met Leu Leu He Ser He Phe Glu His Lys He Val Phe Arg He 
735 740 745 

aat ttc tag ttaaggttta aatgetagag tagcttaaaa agttgtcata 2427 
Asn Phe 



gtttcagtag gtcataggga gatgagtttg tatgetgtae tatgeagegt ttaaagttag 2487 

tgggttttgt gatttttgta ttgaatattg ctgtctgtta caaagtcagt taaaggtacg 2547 

ttttaatatt taagttattc tatcttggag ataaaatctg tatgtgcaat teaceggtat 2607 

taccagttta ttatgtaaac aagagatttg gcatgacatg ttctgtatgt ttcagggaaa 2667 

aatgtcttta atgettttte aagaactaac acagttattc ctatactgga ttttaggtct 2727 

ctgaagaact gctggtg 2744 



<210> 30 

<211> 749 

<212> PRT 

<213> Homo sapiens 

<400> 30 

Met Ala Arg Lys Leu Ser Val He Leu He Leu Thr Phe Ala Leu Ser 
15 10 15 



Val Thr Asn Pro Leu His Glu Leu Lys Ala Ala Ala Phe Pro Gin Thr 
20 25 30 



Thr Glu Lys He Ser Pro Asn Trp Glu Ser Gly He Asn Val Asp Leu 
35 40 45 



Ala He Ser Thr Arg Gin Tyr His Leu Gin Gin Leu Phe Tyr Arg Tyr 
50 55 60 



Gly Glu Asn Asn Ser Leu Ser Val Glu Gly Phe Arg Lys Leu Leu Gin 
65 70 75 80 



Asn He Gly He Asp Lys He Lys Arg He His He His His Asp His 
85 90 95 



Asp His His Ser Asp His Glu His His Ser Asp His Glu Arg His Ser 
100 105 110 
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Asp His Glu His His Ser Asp His Glu His His Ser Asp His Asn His 
115 120 125 



Ala Ala Ser Gly Lys Asn Lys Arg Lys Ala Leu Cys Pro Asp His Asp 
130 135 140 



Ser Asp Ser Ser Gly Lys Asp Pro Arg Asn Ser Gin Gly Lys Gly Ala 
145 150 155 160 



His Arg Pro Glu His Ala Ser Gly Arg Arg Asn Val Lys Asp Ser Val 
165 170 175 



Ser Ala Ser Glu Val Thr Ser Thr Val Tyr Asn Thr Val Ser Glu Gly 
180 185 190 



Thr His Phe Leu Glu Thr lie Glu Thr Pro Arg Pro Gly Lys Leu Phe 
195 200 205 



Pro Lys Asp Val Ser Ser Ser Thr Pro Pro Ser Val Thr Ser Lys Ser 
210 215 220 



Arg Val Ser Arg Leu Ala Gly Arg Lys Thr Asn Glu Ser Val Ser Glu 
225 230 235 240 



Pro Arg Lys Gly Phe Met Tyr Ser Arg Asn Thr Asn Glu Asn Pro Gin 
245 250 255 



Glu Cys Phe Asn Ala Ser Lys Leu Leu Thr Ser His Gly Met Gly lie 
260 265 270 



Gin Val Pro Leu Asn Ala Thr Glu Phe Asn Tyr Leu Cys Pro Ala lie 
275 280 285 



lie Asn Gin lie Asp Ala Arg Ser Cys Leu lie His Thr Ser Glu Lys 
290 295 300 



Lys Ala Glu lie Pro Pro Lys Thr Tyr Ser Leu Gin lie Ala Trp Val 
305 310 315 320 



Gly Gly Phe lie Ala lie Ser lie lie Ser Phe Leu Ser Leu Leu Gly 
325 330 335 
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Val lie Leu Val Pro Leu Met Asn Arg Val Phe Phe Lys Phe Leu Leu 
340 345 350 



Ser Phe Leu Val Ala Leu Ala Val Gly Thr Leu Ser Gly Asp Ala Phe 
355 360 365 



Leu His Leu Leu Pro His Ser His Ala Ser His His His Ser His Ser 
370 375 380 



His Glu Glu Pro Ala Met Glu Met Lys Arg Gly Pro Leu Phe Ser His 
385 390 395 400 



Leu Ser Ser Gin Asn lie Glu Glu Ser Ala Tyr Phe Asp Ser Thr Trp 
405 410 415 



Lys Gly Leu Thr Ala Leu Gly Gly Leu Tyr Phe Met Phe Leu Val Glu 
420 425 430 



His Val Leu Thr Leu lie Lys Gin Phe Lys Asp Lys Lys Lys Lys Asn 
435 440 445 



Gin Lys Lys Pro Glu Asn Asp Asp Asp Val Glu lie Lys Lys Gin Leu 
450 455 460 



Ser Lys Tyr Glu Ser Gin Leu Ser Thr Asn Glu Glu Lys Val Asp Thr 
465 470 475 480 



Asp Asp Arg Thr Glu Gly Tyr Leu Arg Ala Asp Ser Gin Glu Pro Ser 
485 490 495 



His Phe Asp Ser Gin Gin Pro Ala Val Leu Glu Glu Glu Glu Val Met 
500 505 510 



lie Ala His Ala His Pro Gin Glu Val Tyr Asn Glu Tyr Val Pro Arg 
515 520 525 



Gly Cys Lys Asn Lys Cys His Ser His Phe His Asp Thr Leu Gly Gin 
530 535 540 



Ser Asp Asp Leu lie His His His His Asp Tyr His His lie Leu His 
545 550 555 560 
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His His His His Gin Asn His His Pro His Ser His Ser Gin Arg Tyr 
565 570 575 



Ser Arg Glu Glu Leu Lys Asp Ala Gly Val Ala Thr Leu Ala Trp Met 
580 585 590 



Val lie Met Gly Asp Gly Leu His Asn Phe Ser Asp Gly Leu Ala lie 
595 600 605 



Gly Ala Ala Phe Thr Glu Gly Leu Ser Ser Gly Leu Ser Thr Ser Val 
610 615 620 



Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp Phe Ala Val 
625 630 635 640 



Leu Leu Lys Ala Gly Met Thr Val Lys Gin Ala Val Leu Tyr Asn Ala 
645 650 655 



Leu Ser Ala Met Leu Ala Tyr Leu Gly Met Ala Thr Gly lie Phe lie 
660 665 670 



Gly His Tyr Ala Glu Asn Val Ser Met Trp He Phe Ala Leu Thr Ala 
675 680 685 



Gly Leu Phe Met Tyr Val Ala Leu Val Asp Met Val Pro Glu Met Leu 
690 695 700 



His Asn Asp Ala Ser Asp His Gly Cys Ser Arg Trp Gly Tyr Phe Phe 
705 710 715 720 



Leu Gin Asn Ala Gly Met Leu Leu Gly Phe Gly He Met Leu Leu He 
725 730 735 



Ser He Phe Glu His Lys He Val Phe Arg He Asn Phe 
740 745 



<210> 31 

<211> 4627 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 
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<222> (147) . . (1625) 
<400> 31 

ccccggacgc agtgaggggg gtcggcgcgc gtgtctacgc ggacgcaccg gctaagctgc 60 

ttctgccgcc gccggccgcc tgggaccttg cggtgaggct gcgcggggcc gaggccgcct 12 0 

ccgagcgcca ggtttattca gtcacc atg aag ctg ctg ctg ctg cac ccg gcc 173 

Met Lys Leu Leu Leu Leu His Pro Ala 
1 5 

ttc cag age tgc etc ctg ctg ace ctg ctt ggc tta tgg aga ace ace 221 
Phe Gin Ser Cys Leu Leu Leu Thr Leu Leu Gly Leu Trp Arg Thr Thr 
10 15 20 25 

cct gag get cac get tea tec ctg ggt gca cca get ate age get gcc 269 
Pro Glu Ala His Ala Ser Ser Leu Gly Ala Pro Ala lie Ser Ala Ala 
30 35 40 

tec ttc ctg cag gat eta ata cat egg tat ggc gag ggt gac age ccc 317 
Ser Phe Leu Gin Asp Leu lie His Arg Tyr Gly Glu Gly Asp Ser Pro 
45 50 55 

act ctg cag cag ctg aag gcc eta etc aac cac ctg gat gtg gga gtg 365 
Thr Leu Gin Gin Leu Lys Ala Leu Leu Asn His Leu Asp Val Gly Val 
60 65 70 

ggc egg ggt aat gtc ace cag cac gtg caa gga cac agg aac etc tec 413 
Gly Arg Gly Asn Val Thr Gin His Val Gin Gly His Arg Asn Leu Ser 
75 80 85 

acg tgc ttt agt tct gga gac etc ttc act gcc cac aat ttc age gag 461 
Thr Cys Phe Ser Ser Gly Asp Leu Phe Thr Ala His Asn Phe Ser Glu 
90 95 100 105 

cag teg egg att ggg age age gag etc cag gag ttc tgc ccc ace ate 509 
Gin Ser Arg lie Gly Ser Ser Glu Leu Gin Glu Phe Cys Pro Thr lie 
110 115 120 

etc cag cag ctg gat tec egg gcc tgc ace teg gag aac cag gaa aac 557 
Leu Gin Gin Leu Asp Ser Arg Ala Cys Thr Ser Glu Asn Gin Glu Asn 
125 130 135 

gag gag aat gag cag acg gag gag ggg egg cca age get gtt gaa gtg 605 
Glu Glu Asn Glu Gin Thr Glu Glu Gly Arg Pro Ser Ala Val Glu Val 
140 145 150 

tgg ggc ttt ggt ttt etc agt gtc tea ctg att aac ctg gcc tct etc 653 
Trp Gly Phe Gly Phe Leu Ser Val Ser Leu lie Asn Leu Ala Ser Leu 
155 160 165 

ct 9 99 a 9tc etc gtc ctg ccc tgc aca gag aaa gcg ttt ttc age cgt 701 
Leu Gly Val Leu Val Leu Pro Cys Thr Glu Lys Ala Phe Phe Ser Arg 
170 175 180 185 
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gtg etc act tac ttc ate gec ctg tec att gga acg ctg ctg tct aac 

Val Leu Thr Tyr Phe lie Ala Leu Ser lie Gly Thr Leu Leu Ser Asn 
190 195 200 

gcg eta ttc cag etc ate cca gag gca ttt ggt ttc aac cct ctg gaa 
Ala Leu Phe Gin Leu lie Pro Glu Ala Phe Gly Phe Asn Pro Leu Glu 
205 210 215 

gat tat tat gtc tec aag tct gca gtg gtg ttt ggg ggc ttt tat ctt 
Asp Tyr Tyr Val Ser Lys Ser Ala Val Val Phe Gly Gly Phe Tyr Leu 
220 225 230 

ttc ttt ttc aca gag aag ate ttg aag att ctt ctt aag cag aaa aat 
Phe Phe Phe Thr Glu Lys lie Leu Lys lie Leu Leu Lys Gin Lys Asn 
235 240 245 

gag cat cat cat gga cac age cat tat gee tct gag teg ctt ccc tec 
Glu His His His Gly His Ser His Tyr Ala Ser Glu Ser Leu Pro Ser 
250 255 260 265 

aag aag gac cag gag gag ggg gtg atg gag aag ctg cag aac ggg gac 
Lys Lys Asp Gin Glu Glu Gly Val Met Glu Lys Leu Gin Asn Gly Asp 
270 275 280 

ctg gac cac atg att cct cag cac tgc age agt gag ctg gac ggc aag 
Leu Asp His Met lie Pro Gin His Cys Ser Ser Glu Leu Asp Gly Lys 
285 290 295 

gcg ccc atg gtg gac gag aag gtc att gtg ggc teg etc tct gtg cag 
Ala Pro Met Val Asp Glu Lys Val lie Val Gly Ser Leu Ser Val Gin 
300 305 310 



gac ctg cag get tec cag agt get tgc tac tgg ctg aaa ggt gtc cgc 
Asp Leu Gin Ala Ser Gin Ser Ala Cys Tyr Trp Leu Lys Gly Val Arg 
315 320 325 

tac tct gat ate ggc act ctg gee tgg atg ate act ctg age gac ggc 
Tyr Ser Asp lie Gly Thr Leu Ala Trp Met lie Thr Leu Ser Asp Gly 
330 335 340 345 

etc cat aat ttc ate gat ggc ctg gee ate ggt get tec ttc act gtg 
Leu His Asn Phe lie Asp Gly Leu Ala lie Gly Ala Ser Phe Thr Val 
350 355 360 

tea gtt ttc caa ggc ate age ace teg gtg gee ate etc tgt gag gag 
Ser Val Phe Gin Gly He Ser Thr Ser Val Ala He Leu Cys Glu Glu 
365 370 375 

ttc cca cgt gag eta gga gac ttt gtc ate ctg etc aac get ggg atg 
Phe Pro Arg Glu Leu Gly Asp Phe Val He Leu Leu Asn Ala Gly Met 
380 385 390 

age ate caa caa get etc ttc ttc aac ttc ctt tct gee tgc tgc tgc 
Ser He Gin Gin Ala Leu Phe Phe Asn Phe Leu Ser Ala Cys Cys Cys 
395 400 405 



SPO-128 
749 

797 

845 

893 

941 

989 
1037 
1085 
1133 
1181 
1229 
1277 
1325 
1373 
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tac ctg ggt ctg gcc ttt ggc ate ctg gec ggc age cac ttc tct gec 1421 
Tyr Leu Gly Leu Ala Phe Gly lie Leu Ala Gly Ser His Phe Ser Ala 
410 415 420 425 

aac tgg att ttt gcg eta get gga gga atg ttc ttg tat att tct ctg 1469 
Asn Trp lie Phe Ala Leu Ala Gly Gly Met Phe Leu Tyr lie Ser Leu 
430 435 440 

get gat atg ttc cct gag atg aat gag gtc tgt caa gag gat gaa agg 1517 
Ala Asp Met Phe Pro Glu Met Asn Glu Val Cys Gin Glu Asp Glu Arg 
445 450 455 

aag ggc age ate ttg att cca ttt ate ate cag aac ctg ggc etc ctg 1565 
Lys Gly Ser lie Leu lie Pro Phe lie lie Gin Asn Leu Gly Leu Leu 
460 465 470 

act gga ttc ace ate atg gtg gtc etc ace atg tat tea gga cag ate 1613 
Thr Gly Phe Thr He Met Val Val Leu Thr Met Tyr Ser Gly Gin He 
475 480 485 

cag att ggg tag ggctctgcca agagcctgtg ggactggaag tcgggccctg 1665 

Gin He Gly 

490 

1725 
1785 
1845 
1905 
1965 
2025 
2085 
2145 
2205 
2265 
2325 
2385 
2445 
2505 
2565 
2625 



ggctgcccga 


tcgccagccc 


gaggacttac 


catccacaat 


gcaccacgga 


agaggcegtt 


ctatgaaaaa 


ctgacacaga 


ctgtattcct 


gcattcaaat 


gtcagccgtt 


tgtaaaatgc 


tgtatcctag 


gaataagctg 


ccctggtaac 


cagtctctag 


ctagtgcctc 


ttgccctctc 


ctcacctcct 


tttctctcag 


tgactctgga 


acctgaatgc 


agcttacaag 


acaagectga 


cttttttctc 


tgattacctt 


ggcctcctct 


tggaaccagt 


gctgaaaggt 


tttgaatcct 


ttacccaaca 


atgcaaaaat 


agagecaatg 


gttataactt 


ggctagaaat 


atcaagagtt 


gaatccatag 


tgtggggccc 


atgactctag 


ctgggcacct 


tggacctcca 


gctggccaat 


agaagagaca 


ggagacagga 


agccttccca 


ttttttcaaa 


gtctgtttaa 


ttgectatta 


cttctctcaa 


agagaacctg 


aagtcagaac 


acatgagcag 


ggtgagaggt 


gaggcaaggt 


tcatcctgaa 


tgggagagga 


agtcgaacca 


ctgctgtgtg 


tcttgtcagg 


atgetcaett 


gttcctactg 


agatgctgga 


tattgatttt 


gtaacagcac 


ctggtgtttc 


acggctgtcc 


gagtgagcta 


acgtggcggt 


gtggctgcct 


ggacctcctc 


tttcaggtta 


aegctgacag 


aatggaggct 


caggctgtct 


gcaagaaaac 


agttggtttg 


gctgtgattt 


tgacctcctc 


ttccccactg 


ccatcttcta 


agagactttg 


tagctgcctc 


ctagaagcac 


attctgagca 


catttgagac 


ctctgtgtta 


gaggggagac 


tgcacaaact 


atcctccccc 


aggttgagac 


gtctgeagag 


tggcaagctg 


acttgtagaa 


atggggtgcc 


atttatgetc 


tacttagaca 
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agggtaatca 


gaaatggaat 


cagtgeagge 


aaaat t tagg 


at t tgeege t 


tcca taaatc 


2685 


1*4, t*4. t*. (A LA 


tLaaliacicicicici 
*" a y y y y y 


tctctaaaat 


at-eiacicicicizic. 

y ™ ^* ^*y y y ^* ^* 


aaacttcart 


taaocrrat pa 

"* c*y y y a y 


2745 


paaat~at"t*t*a 

^ dy ci l y l l i— y 


uuvjuu y y l 


yyLL l dd l y d 


t"t"at"crpt"apa 

L L d L y L LdLd 


nah aaat" hhh 


aaalrrapppa 
aaa Ly qlllh 


y ft 0^ 


t~ pt~ a aat~ t"ap 
Layy l l aL 




ra a a a a anh r 
Lddddddy L L 


naahpphnpa 
yddLLL Ly Ld 


h hna a t - tria a 
L LyddL Ly ad 


L a Ly aa LLLL 


9 ft fi^ 

Z O D D 


LL. L dd L 1— L L L 


L L-L-ay ctaaa L 


f-T/-f a f rrrra na t" 
yya Lyydyd l 


ddL L Ly LLLL 


LdaddL L y Ld 


pifippanpp f" *c 
yyLLdy ll l l 


Z J 


yy cucil. l y ^-y 


yay ULu l uy l, 


l l LLyay l l l 


f- pff-r/~i f- t-paan 
LyyLL l Lddy 


yyy ciy l llll 


L LLLdyy L LL 


Z j 0 3 


act"aaafaaa 

a v_. u. ay y 23 ^* 


ttaatttatt 

l tya L U Uu L L- 


at"t"a1~pat"at~ 

dL LdLLdLdL 


t~aa1"aa1"C/t"cr 

LydLddLy Ly 


aaa 1" t* pt~ 1" 1" a 

dydLLLLLLd 


ripp^pf t f- rjrj 
yLLdL l l Lyy 




y y y 


ppt* p pa era act 

V— \_ ay a ay 


ppt~t"t"pt"t~acr 

V_LL.LLLLLdy 


+- era 1" a p p p a p 
Lyy LyLLLdL 


a at" 1~ aaa npp 
ay l LyyayLL 


r'aaaaarr'^ t~ 


J J- u J 


at~t~t"apaaap 
y l l l y l ci a ci l 


t"aat~t"pat~a1~ 


y La Lyy l Ly a 


pannanh apt - 
Ldyy dy lgl l 


aat* hpaphap 

yy L LLaL LdL. 


paat*ppphna 
LddLyLL l y a 


J ID J 




t~ a pa t~ aaa a a 

LctL.aL.ciy ctact 


dd L Ly LLLyL 


L L LLdy LddL 


LdLddLj Ldy L 


dLLLy LLLLy 






1~ 1~ aaaaaa pa 
l Lyyyay »La 


L L Ly LLdddL 


LdyyddLdL l 


l l Ly ddddy d 


aprft"pianpan 
d Ly Ly dy Ldy 


^9 ft S 

J Z O D 


aaaaaactac 


taataatact 


ttttttaaat 


tttattttta 


t"pt*t"appt"at" 
* — * — ■ > — ^-y *— > w y 


toant fc pa a t* 

LyyL L LL>ddL 




acatt taacra 

a. u L. y 


atararfaaa 


aaaaoa a a a t* 

y ciy y y ci ci c* ci i— 


t"t"paat"aat"a 


aaoaH*ri"acf 

ydydL ll Ldy 


dL LdddLdLL 


■J " w -J 


aana r*t~ as t~ t~ 
^jj"^ L-yciL. L 


lll Lyy ^-y y y 


a f" 1" a h rmt* c c 

ctL LctLyy ILL 


anhhht"appa 
dy LLiLdLLa 


ddyadLLda L 


fpphhpaa t~ pt 
LLLLLyddCy 


^4 S 


4- 4- rrn aatrha 
LLyyddLLLd 


dLLLLLLdLd 


LLLjLCdLLdL 


f- a t- 1- rrt- 1- n -h -f- 
LdLLy LLyLL 


l l LdddCyy l 


LL L L LyLC L L 


j D z D 


LLLLy LLLLd 


LLLLLCLLdd 


yLLyCCLLCd 


LjgdyCLayCa 


yddddLddCL 


Caddy LLydd 


Q 

j bob 


y aL l L uyyaa 


aaM-ft-apl- 1* 

yclL L L Ly L L L 


LddLL LddL L 


LyLd l Ly a L y 


LdLLdddLLL 


dLddL L L Ldy 


ju4 J 


cattcccaat 


aaatcctatc 


attccttaaa 


pat"aat~appp 


tttatcttaa 

l l Ly l l l Lyy 


a at" aaa a 1 - a p 

dy l dy dd LdL 


J ' w J 


taaattaaaa 

\*> W. 1-4. W O ^-q LA 


ttaataaatt 


trtaatt taa 

v_- o c*. y u u >-ciy 


yyyyy^ l 


LddddL- Ld Ld 


ahrt"tt*33P3 

dLL L L LddLd 


o 7 r c 


ex a. l Ly adddd 


LyaaaLctyyy 


hat - 1 - 1 - fpppf 

LyLLLLLLLL 


LLLLy LyLdL 


a ppi" a t" a i - 1" 3 
dLLLdLdLLd 


r-i /-« 4— 4— -a -a -a -j a 
LL L Lddy ddd 


J OA J 


LLLLLLLtLd 


4- ana /-» o 4— n 

Ld.y dCciy c ty 


CCLCaadygy 


^ ^ /~i /-i 4— f- 

aaaccc lc l l 


Laaaccguag 


l eggegcaga 


TQQC 

jOoj 


yy tLdg tcu l 


ant - pnnanpf" 

a.g ucyy d.y c t. 


Lay y ayyyy c 


ggagaege cc 


acaccytc eg 


ac l Lgagucg 


j y 4 d 


l l a l l^cil l y 


Ly y L. aaLay l 


LLLyLLLLdL 


nanh^aaaaa 
ycty LLciclclcld 


Lt.yyLddt.LL 


LLLLLydLLL 


/i n n c: 
*± U U o 


l Lay l Ly l uy 


ddLLLyLLy L 


t"f"Paanpat"t" 
L L Lady Ld L L 


LyLdLdLdLL 


dyddLJLCLdd 


yy ay cage a a 




gtcagtggga 


ggactttttc 


acccctggca 


ttagcagctt 


cgacctcatt 


ttccagatgc 


4125 


accagctcct 


attaataagt 


tagcaaggaa 


agtgtatgtc 


acgtgcagga 


acagtgaggc 


4185 


agggacaggg 


gttctgctcc 


ttctcacttc 


accaccggca 


cacagcttgc 


ccctgtcttt 


4245 


gcccccaaag 


gtattttgtg 


tctagtgtca 


aattggagct 


attcttcact 


ggtccttaac 


4305 



J : \SPO\128\Sequences\SPO-128 . ST25 . txt/DNB/ehm 



44 SPO-128 

cttgggtttt aaaaagaagg cttctctgtt tgggtagcgt aagagctgag tatagtaagt 4365 

cctcttccaa agagatggca atatgctggg catctacttt aaaacaaagt tgtctgattt 4425 

ttgcaagaga ggttaggatt ttattgttct tatttccctt tacagttctg cagttccatc 4485 

acagtatttt tttaaataac tcaggtgtat gagaagaaat tagaaaagaa aattaactta 4545 

tgtggactgt aaatgtttta tttgtaagat tctataaata aagctatatt ctgtaattgt 4605 

tgagaaaaaa aaaaaaaaaa aa 4627 



<210> 32 

<211> 492 

<212> PRT 

<213> Homo sapiens 

<400> 32 

Met Lys Leu Leu Leu Leu His Pro Ala Phe Gin Ser Cys Leu Leu Leu 
15 10 15 



Thr Leu Leu Gly Leu Trp Arg Thr Thr Pro Glu Ala His Ala Ser Ser 
20 25 30 



Leu Gly Ala Pro Ala lie Ser Ala Ala Ser Phe Leu Gin Asp Leu lie 
35 40 45 



His Arg Tyr Gly Glu Gly Asp Ser Pro Thr Leu Gin Gin Leu Lys Ala 
50 55 60 



Leu Leu Asn His Leu Asp Val Gly Val Gly Arg Gly Asn Val Thr Gin 
65 70 75 80 



His Val Gin Gly His Arg Asn Leu Ser Thr Cys Phe Ser Ser Gly Asp 
85 90 95 



Leu Phe Thr Ala His Asn Phe Ser Glu Gin Ser Arg lie Gly Ser Ser 
100 105 110 



Glu Leu Gin Glu Phe Cys Pro Thr lie Leu Gin Gin Leu Asp Ser Arg 
115 120 125 



Ala Cys Thr Ser Glu Asn Gin Glu Asn Glu Glu Asn Glu Gin Thr Glu 
130 135 140 
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Glu Gly Arg Pro Ser Ala Val Glu Val Trp Gly Phe Gly Phe Leu Ser 
145 150 155 160 



Val Ser Leu lie Asn Leu Ala Ser Leu Leu Gly Val Leu Val Leu Pro 
165 170 175 



Cys Thr Glu Lys Ala Phe Phe Ser Arg Val Leu Thr Tyr Phe lie Ala 
180 185 190 



Leu Ser lie Gly Thr Leu Leu Ser Asn Ala Leu Phe Gin Leu lie Pro 
195 200 205 



Glu Ala Phe Gly Phe Asn Pro Leu Glu Asp Tyr Tyr Val Ser Lys Ser 
210 215 220 



Ala Val Val Phe Gly Gly Phe Tyr Leu Phe Phe Phe Thr Glu Lys lie 
225 230 235 240 



Leu Lys lie Leu Leu Lys Gin Lys Asn Glu His His His Gly His Ser 
245 250 255 



His Tyr Ala Ser Glu Ser Leu Pro Ser Lys Lys Asp Gin Glu Glu Gly 
260 265 270 



Val Met Glu Lys Leu Gin Asn Gly Asp Leu Asp His Met lie Pro Gin 
275 280 285 



His Cys Ser Ser Glu Leu Asp Gly Lys Ala Pro Met Val Asp Glu Lys 
290 295 300 



Val lie Val Gly Ser Leu Ser Val Gin Asp Leu Gin Ala Ser Gin Ser 
305 310 315 320 



Ala Cys Tyr Trp Leu Lys Gly Val Arg Tyr Ser Asp lie Gly Thr Leu 
325 330 335 



Ala Trp Met lie Thr Leu Ser Asp Gly Leu His Asn Phe lie Asp Gly 
340 345 350 



Leu Ala He Gly Ala Ser Phe Thr Val Ser Val Phe Gin Gly He Ser 
355 360 365 
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Thr Ser Val Ala lie Leu Cys Glu Glu Phe Pro Arg Glu Leu Gly Asp 
370 375 380 



Phe Val lie Leu Leu Asn Ala Gly Met Ser lie Gin Gin Ala Leu Phe 
385 390 395 400 



Phe Asn Phe Leu Ser Ala Cys Cys Cys Tyr Leu Gly Leu Ala Phe Gly 
405 410 415 



lie Leu Ala Gly Ser His Phe Ser Ala Asn Trp lie Phe Ala Leu Ala 
420 425 430 



Gly Gly Met Phe Leu Tyr lie Ser Leu Ala Asp Met Phe Pro Glu Met 
435 440 445 



Asn Glu Val Cys Gin Glu Asp Glu Arg Lys Gly Ser lie Leu lie Pro 
450 455 460 



Phe lie lie Gin Asn Leu Gly Leu Leu Thr Gly Phe Thr lie Met Val 
465 470 475 480 



Val Leu Thr Met Tyr Ser Gly Gin He Gin He Gly 
485 490 



<210> 33 

<211> 2178 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (87) . . (2030) 

<400> 33 

caaccccagc aaagccgccc tcagccagcc cagaagcact gggccttggc cacagcaaca 60 

cccactgagc acgctgggag ctgagt atg gcg tec ctg gtc teg ctg gag ctg 113 

Met Ala Ser Leu Val Ser Leu Glu Leu 
1 5 

ggg ctg ctt ctg get gtg ctg gtg gtg acg gcg acg gcg tec ccg cct 161 
Gly Leu Leu Leu Ala Val Leu Val Val Thr Ala Thr Ala Ser Pro Pro 
10 15 20 25 

get ggt ctg ctg age ctg etc ace tct ggc cag ggc get ctg gat caa 209 
Ala Gly Leu Leu Ser Leu Leu Thr Ser Gly Gin Gly Ala Leu Asp Gin 
30 35 40 
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gag get ctg ggc ggc ctg tta aat acg ctg gcg gac cgt gtg cac tgc 257 
Glu Ala Leu Gly Gly Leu Leu Asn Thr Leu Ala Asp Arg Val His Cys 
45 50 55 

acc aac ggg ccg tgt gga aag tgc ctg tct gtg gag gac gec ctg ggc 305 
Thr Asn Gly Pro Cys Gly Lys Cys Leu Ser Val Glu Asp Ala Leu Gly 
60 65 70 

ctg ggc gag cct gag ggg tea ggg ctg ccc ccg ggc ccg gtc ctg gag 353 
Leu Gly Glu Pro Glu Gly Ser Gly Leu Pro Pro Gly Pro Val Leu Glu 
75 80 85 

gec agg tac gtc gec cgc etc agt gec gec gec gtc ctg tac etc age 401 
Ala Arg Tyr Val Ala Arg Leu Ser Ala Ala Ala Val Leu Tyr Leu Ser 
90 95 100 105 

aac ccc gag ggc acc tgt gag gac act egg get ggc etc tgg gee tct 449 
Asn Pro Glu Gly Thr Cys Glu Asp Thr Arg Ala Gly Leu Trp Ala Ser 
110 115 120 

cat gca gac cac etc ctg gee ctg etc gag age ccc aag gee ctg acc 497 
His Ala Asp His Leu Leu Ala Leu Leu Glu Ser Pro Lys Ala Leu Thr 
125 130 135 

ccg ggc ctg age tgg ctg ctg cag agg atg cag gec egg get gec ggc 54 5 

Pro Gly Leu Ser Trp Leu Leu Gin Arg Met Gin Ala Arg Ala Ala Gly 
140 145 150 

cag acc ccc aag acg gee tgc gta gat ate cct cag ctg ctg gag gag 593 
Gin Thr Pro Lys Thr Ala Cys Val Asp lie Pro Gin Leu Leu Glu Glu 
155 160 165 

gcg gtg ggg gcg ggg get ccg ggc agt get ggc ggc gtc ctg get gec 641 
Ala Val Gly Ala Gly Ala Pro Gly Ser Ala Gly Gly Val Leu Ala Ala 
170 175 180 185 

ctg ctg gac cat gtc agg age ggg tct tgc ttc cac gee ttg ccg age 689 
Leu Leu Asp His Val Arg Ser Gly Ser Cys Phe His Ala Leu Pro Ser 
190 195 200 

cct cag tac ttc gtg gac ttt gtg ttc cag cag cac age age gag gtc 737 
Pro Gin Tyr Phe Val Asp Phe Val Phe Gin Gin His Ser Ser Glu Val 
205 210 215 

cct atg acg ctg gec gag ctg tea gec ttg atg cag cgc ctg ggg gtg 785 
Pro Met Thr Leu Ala Glu Leu Ser Ala Leu Met Gin Arg Leu Gly Val 
220 225 230 

ggc agg gag gee cac agt gac cac agt cat egg cac agg gga gee age 833 
Gly Arg Glu Ala His Ser Asp His Ser His Arg His Arg Gly Ala Ser 
235 240 245 

age egg gac cct gtg ccc etc ate age tec age aac age tec agt gtg 881 
Ser Arg Asp Pro Val Pro Leu lie Ser Ser Ser Asn Ser Ser Ser Val 
250 255 260 265 
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tgg gac acg gta tgc ctg agt gcc agg gac gtg atg get gca tat gga 
Trp Asp Thr Val Cys Leu Ser Ala Arg Asp Val Met Ala Ala Tyr Gly 
270 275 280 

ctg teg gaa cag get ggg gtg acc ccg gag gcc tgg gcc caa ctg age 
Leu Ser Glu Gin Ala Gly Val Thr Pro Glu Ala Trp Ala Gin Leu Ser 
285 290 295 

cct gcc ctg etc caa cag cag ctg agt gga gcc tgc acc tec cag tec 
Pro Ala Leu Leu Gin Gin Gin Leu Ser Gly Ala Cys Thr Ser Gin Ser 
300 305 310 

agg ccc ccc gtc cag gac cag etc age cag tea gag agg tat ctg tac 
Arg Pro Pro Val Gin Asp Gin Leu Ser Gin Ser Glu Arg Tyr Leu Tyr 
315 320 325 

ggc tec ctg gcc acg ctg etc ate tgc etc tgc gcg gtc ttt ggc etc 
Gly Ser Leu Ala Thr Leu Leu lie Cys Leu Cys Ala Val Phe Gly Leu 
330 335 340 345 

ctg ctg ctg acc tgc act ggc tgc agg ggg gtc acc cac tac ate ctg 
Leu Leu Leu Thr Cys Thr Gly Cys Arg Gly Val Thr His Tyr lie Leu 
350 355 360 

cag acc ttc ctg age ctg gca gtg ggt gca etc act ggg gac get gtc 
Gin Thr Phe Leu Ser Leu Ala Val Gly Ala Leu Thr Gly Asp Ala Val 
365 370 375 

ctg cat ctg acg ccc aag gtg ctg ggg ctg cat aca cac age gaa gag 
Leu His Leu Thr Pro Lys Val Leu Gly Leu His Thr His Ser Glu Glu 
380 385 390 

ggc etc age cca cag ccc acc tgg cgc etc ctg get atg ctg gcc ggg 
Gly Leu Ser Pro Gin Pro Thr Trp Arg Leu Leu Ala Met Leu Ala Gly 
395 400 405 

etc tac gcc ttc ttc ctg ttt gag aac etc ttc aat etc ctg ctg ccc 
Leu Tyr Ala Phe Phe Leu Phe Glu Asn Leu Phe Asn Leu Leu Leu Pro 
410 415 420 425 

agg gac ccg gag gac ctg gag gac ggg ccc tgc ggc cac age age cat 
Arg Asp Pro Glu Asp Leu Glu Asp Gly Pro Cys Gly His Ser Ser His 
430 435 440 

age cac ggg ggc cac age cac ggt gtg tec ctg cag ctg gca ccc age 
Ser His Gly Gly His Ser His Gly Val Ser Leu Gin Leu Ala Pro Ser 
445 450 455 

gag etc egg cag ccc aag ccc ccc cac gag ggc tec cgc gca gac ctg 
Glu Leu Arg Gin Pro Lys Pro Pro His Glu Gly Ser Arg Ala Asp Leu 
460 465 470 

gtg gcg gag gag age ccg gag ctg ctg aac cct gag ccc agg aga ctg 
Val Ala Glu Glu Ser Pro Glu Leu Leu Asn Pro Glu Pro Arg Arg Leu 
475 480 485 



SPO-128 
929 

977 

1025 

1073 

1121 

1169 

1217 

1265 

1313 

1361 

1409 

1457 

1505 

1553 
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age cca gag ttg agg eta ctg ccc tat atg ate act ctg ggc gac gec 1601 
Ser Pro Glu Leu Arg Leu Leu Pro Tyr Met lie Thr Leu Gly Asp Ala 
490 495 500 505 

gtg cac aac ttc gec gac ggg ctg gec gtg ggc gec gec ttc gcg tec 1649 
Val His Asn Phe Ala Asp Gly Leu Ala Val Gly Ala Ala Phe Ala Ser 
510 515 520 

tec tgg aag ace ggg ctg gec ace teg ctg gee gtg ttc tgc cac gag 1697 
Ser Trp Lys Thr Gly Leu Ala Thr Ser Leu Ala Val Phe Cys His Glu 
525 530 535 

ttg cca cac gag ctg ggg gac ttc gee gee ttg ctg cac gcg ggg ctg 1745 
Leu Pro His Glu Leu Gly Asp Phe Ala Ala Leu Leu His Ala Gly Leu 
540 545 550 

tec gtg cgc caa gca ctg ctg ctg aac ctg gec tec gcg etc acg gec 1793 
Ser Val Arg Gin Ala Leu Leu Leu Asn Leu Ala Ser Ala Leu Thr Ala 
555 560 565 

ttc get ggt etc tac gtg gca etc gcg gtt gga gtc age gag gag age 1841 
Phe Ala Gly Leu Tyr Val Ala Leu Ala Val Gly Val Ser Glu Glu Ser 
570 575 580 585 

gag gee tgg ate ctg gca gtg gee ace ggc ctg ttc etc tac gta gca 1889 
Glu Ala Trp He Leu Ala Val Ala Thr Gly Leu Phe Leu Tyr Val Ala 
590 595 600 

etc tgc gac atg etc ccg gcg atg ttg aaa gta egg gac ccg egg ccc 1937 
Leu Cys Asp Met Leu Pro Ala Met Leu Lys Val Arg Asp Pro Arg Pro 
605 610 615 

tgg etc etc ttc ctg ctg cac aac gtg ggc ctg ctg ggc ggc tgg ace 1985 
Trp Leu Leu Phe Leu Leu His Asn Val Gly Leu Leu Gly Gly Trp Thr 
620 625 630 

gtc ctg ctg ctg ctg tec ctg tac gag gat gac ate acc ttc tga 2030 
Val Leu Leu Leu Leu Ser Leu Tyr Glu Asp Asp He Thr Phe 
635 640 645 

taccctgccc tagtccccca cctttgactt aagatcccac acctcacaaa cctacagccc 2090 

agaaaccaga agcccctata gaggccccag tcccaactcc agtaaagaca ctcttgtcct 2150 

tggaaaaaaa aaaaaaaaaa aaaaaaaa 2178 



<210> 34 

<211> 647 

<212> PRT 

<213> Homo sapiens 

<400> 34 
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Met Ala Ser Leu Val Ser Leu Glu Leu Gly Leu Leu Leu Ala Val Leu 
15 10 15 



Val Val Thr Ala Thr Ala Ser Pro Pro Ala Gly Leu Leu Ser Leu Leu 
20 25 30 



Thr Ser Gly Gin Gly Ala Leu Asp Gin Glu Ala Leu Gly Gly Leu Leu 
35 40 45 



Asn Thr Leu Ala Asp Arg Val His Cys Thr Asn Gly Pro Cys Gly Lys 
50 55 60 



Cys Leu Ser Val Glu Asp Ala Leu Gly Leu Gly Glu Pro Glu Gly Ser 
65 70 75 80 



Gly Leu Pro Pro Gly Pro Val Leu Glu Ala Arg Tyr Val Ala Arg Leu 
85 90 95 



Ser Ala Ala Ala Val Leu Tyr Leu Ser Asn Pro Glu Gly Thr Cys Glu 
100 105 110 



Asp Thr Arg Ala Gly Leu Trp Ala Ser His Ala Asp His Leu Leu Ala 
115 120 125 



Leu Leu Glu Ser Pro Lys Ala Leu Thr Pro Gly Leu Ser Trp Leu Leu 
130 135 ^ 140 



Gin Arg Met Gin Ala Arg Ala Ala Gly Gin Thr Pro Lys Thr Ala Cys 
145 150 155 160 



Val Asp lie Pro Gin Leu Leu Glu Glu Ala Val Gly Ala Gly Ala Pro 
165 170 175 



Gly Ser Ala Gly Gly Val Leu Ala Ala Leu Leu Asp His Val Arg Ser 
180 185 190 



Gly Ser Cys Phe His Ala Leu Pro Ser Pro Gin Tyr Phe Val Asp Phe 
195 200 205 



Val Phe Gin Gin His Ser Ser Glu Val Pro Met Thr Leu Ala Glu Leu 
210 215 220 
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Ser Ala Leu Met Gin Arg Leu Gly Val Gly Arg Glu Ala His Ser Asp 
225 230 235 240 



His Ser His Arg His Arg Gly Ala Ser Ser Arg Asp Pro Val Pro Leu 
245 250 255 



lie Ser Ser Ser Asn Ser Ser Ser Val Trp Asp Thr Val Cys Leu Ser 
260 265 270 



Ala Arg Asp Val Met Ala Ala Tyr Gly Leu Ser Glu Gin Ala Gly Val 
275 280 285 



Thr Pro Glu Ala Trp Ala Gin Leu Ser Pro Ala Leu Leu Gin Gin Gin 
290 295 300 



Leu Ser Gly Ala Cys Thr Ser Gin Ser Arg Pro Pro Val Gin Asp Gin 
305 310 315 320 



Leu Ser Gin Ser Glu Arg Tyr Leu Tyr Gly Ser Leu Ala Thr Leu Leu 
325 330 335 



lie Cys Leu Cys Ala Val Phe Gly Leu Leu Leu Leu Thr Cys Thr Gly 
340 345 350 



Cys Arg Gly Val Thr His Tyr lie Leu Gin Thr Phe Leu Ser Leu Ala 
355 360 365 



Val Gly Ala Leu Thr Gly Asp Ala Val Leu His Leu Thr Pro Lys Val 
370 375 380 



Leu Gly Leu His Thr His Ser Glu Glu Gly Leu Ser Pro Gin Pro Thr 
385 390 395 400 



Trp Arg Leu Leu Ala Met Leu Ala Gly Leu Tyr Ala Phe Phe Leu Phe 
405 410 415 



Glu Asn Leu Phe Asn Leu Leu Leu Pro Arg Asp Pro Glu Asp Leu Glu 
420 425 430 



Asp Gly Pro Cys Gly His Ser Ser His Ser His Gly Gly His Ser His 
435 440 445 



J : \SPO\128\Sequences\SPO-128 . ST25 . txt/DNB/ehm 



52 



SPO-128 



Gly Val Ser Leu Gin Leu Ala Pro Ser Glu Leu Arg Gin Pro Lys Pro 
450 455 460 



Pro His Glu Gly Ser Arg Ala Asp Leu Val Ala Glu Glu Ser Pro Glu 
465 470 475 480 



Leu Leu Asn Pro Glu Pro Arg Arg Leu Ser Pro Glu Leu Arg Leu Leu 
485 490 495 



Pro Tyr Met lie Thr Leu Gly Asp Ala Val His Asn Phe Ala Asp Gly 
500 505 510 



Leu Ala Val Gly Ala Ala Phe Ala Ser Ser Trp Lys Thr Gly Leu Ala 
515 520 525 



Thr Ser Leu Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp 
530 535 540 



Phe Ala Ala Leu Leu His Ala Gly Leu Ser Val Arg Gin Ala Leu Leu 
545 550 555 560 



Leu Asn Leu Ala Ser Ala Leu Thr Ala Phe Ala Gly Leu Tyr Val Ala 
565 570 575 



Leu Ala Val Gly Val Ser Glu Glu Ser Glu Ala Trp lie Leu Ala Val 
580 585 590 



Ala Thr Gly Leu Phe Leu Tyr Val Ala Leu Cys Asp Met Leu Pro Ala 
595 600 605 



Met Leu Lys Val Arg Asp Pro Arg Pro Trp Leu Leu Phe Leu Leu His 
610 615 620 



Asn Val Gly Leu Leu Gly Gly Trp Thr Val Leu Leu Leu Leu Ser Leu 
625 630 635 640 



Tyr Glu Asp Asp He Thr Phe 
645 



<210> 35 

<211> 3246 

<212> DNA 

<213> Homo sapiens 
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<220> 

<221> CDS 

<222> (478) . . (1860) 

<220> 

<221> misc_feature 

<222> (2530) . . (2530) 

<223> n is a, c, g, or t 



<400> 35 

agtgtggttt tagtttttcc taagaagtgg cgtggtttgg ggctttatat ccgggaggag 60 

catatgtacg caaatcctgg ggcgtttgca aacccggatc cggggcgtct ggccccatgc 120 

ccggccgggc gtttgagggc tactgccacg cagcgtttct ggagcctgcc ggctggtgcc 180 

ctggtggcct ttatctctgt ccccctttgt cctctttatc tcaggctctc caggaggccg 240 

gggggcccac tccgcctatc gctcccctcg gctacgctgc cactccaatg ccccgcaggt 300 

cgcgagctgc tgttctttcg aaggcgccgg agaaccaggg gcgtcccgcg ccacctctga 360 

ctcggagcag cgccgagcac tgacgctccc gcccttgggc aaggacgcca gtgcgcccgc 420 

gcgcgtccct ctgcgcggca gcccgtcgcg ggccctcaag gggaagccca ggccagg 477 

atg gcc ccg ggt cgc gcg gtg gcc ggg etc ctg ttg ctg gcg gec gec 525 
Met Ala Pro Gly Arg Ala Val Ala Gly Leu Leu Leu Leu Ala Ala Ala 
15 10 15 

ggc etc gga gga gtg gcg gag ggg cca ggg eta gcc ttc age gag gat 573 
Gly Leu Gly Gly Val Ala Glu Gly Pro Gly Leu Ala Phe Ser Glu Asp 
20 25 30 

gtg ctg age gtg ttc ggc gcg aat ctg age ctg teg gcg gcg cag etc 621 
Val Leu Ser Val Phe Gly Ala Asn Leu Ser Leu Ser Ala Ala Gin Leu 
35 40 45 

cag cac ttg ctg gag cag atg gga gcc gcc tec cgc gtg ggc gtc ccg 669 
Gin His Leu Leu Glu Gin Met Gly Ala Ala Ser Arg Val Gly Val Pro 
50 55 60 

gag cct ggc cag ctg cac ttc aac cag tgt tta act get gaa gag ate 717 
Glu Pro Gly Gin Leu His Phe Asn Gin Cys Leu Thr Ala Glu Glu lie 
65 70 75 80 

ttt tec ctt cat ggc ttt tea aat get ace caa ata acc age tec aaa 765 
Phe Ser Leu His Gly Phe Ser Asn Ala Thr Gin lie Thr Ser Ser Lys 
85 90 95 

ttc tct gtc ate tgt cca gca gtc tta cag caa ttg aac ttt cac cca 813 
Phe Ser Val lie Cys Pro Ala Val Leu Gin Gin Leu Asn Phe His Pro 
100 105 110 
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tgt gag gat egg ccc aag cac aaa aca aga cca agt cat tea gaa gtt 
Cys Glu Asp Arg Pro Lys His Lys Thr Arg Pro Ser His Ser Glu Val 
115 120 125 

tgg gga tat gga ttc ctg tea gtg acg att att aat ctg gca tct etc 
Trp Gly Tyr Gly Phe Leu Ser Val Thr lie lie Asn Leu Ala Ser Leu 
130 135 140 

etc gga ttg att ttg act cca ctg ata aag aaa tct tat ttc cca aag 
Leu Gly Leu lie Leu Thr Pro Leu lie Lys Lys Ser Tyr Phe Pro Lys 
145 150 155 160 

att ttg ace ttt ttt gtg ggg ctg get att ggg act ctt ttt tea aat 
lie Leu Thr Phe Phe Val Gly Leu Ala lie Gly Thr Leu Phe Ser Asn 
165 170 175 

gca att ttc caa ctt att cca gag gca ttt gga ttt gat ccc aaa gtc 
Ala He Phe Gin Leu He Pro Glu Ala Phe Gly Phe Asp Pro Lys Val 
180 185 190 

gac agt tat gtt gag aag gca gtt get gtg ttt ggt gga ttt tac eta 
Asp Ser Tyr Val Glu Lys Ala Val Ala Val Phe Gly Gly Phe Tyr Leu 
195 200 205 

ctt ttc ttt ttt gaa aga atg eta aag atg tta tta aag aca tat ggt 
Leu Phe Phe Phe Glu Arg Met Leu Lys Met Leu Leu Lys Thr Tyr Gly 
210 215 220 

cag aat ggt cat ace cac ttt gga aat gat aac ttt ggt cct caa gaa 
Gin Asn Gly His Thr His Phe Gly Asn Asp Asn Phe Gly Pro Gin Glu 
225 230 235 240 

aaa act cat caa cct aaa gca tta cct gee ate aat ggt gtg aca tgc 
Lys Thr His Gin Pro Lys Ala Leu Pro Ala He Asn Gly Val Thr Cys 
245 250 255 

tat gca aat cct get gtc aca gaa get aat gga cat ate cat ttt gat 
Tyr Ala Asn Pro Ala Val Thr Glu Ala Asn Gly His He His Phe Asp 
260 265 270 

aat gtc agt gtg gta tct eta cag gat gga aaa aaa gag cca agt tea 
Asn Val Ser Val Val Ser Leu Gin Asp Gly Lys Lys Glu Pro Ser Ser 
275 280 285 

tgt acc tgt ttg aag ggg ccc aaa ctg tea gaa ata ggg acg att gee 
Cys Thr Cys Leu Lys Gly Pro Lys Leu Ser Glu He Gly Thr He Ala 
290 295 300 

tgg atg ata acg etc tgc gat gee etc cac aat ttc ate gat ggc ctg 
Trp Met He Thr Leu Cys Asp Ala Leu His Asn Phe He Asp Gly Leu 
305 310 315 320 

gcg att ggg get tec tgc acc ttg tct etc ctt cag gga etc agt act 
Ala He Gly Ala Ser Cys Thr Leu Ser Leu Leu Gin Gly Leu Ser Thr 
325 330 335 
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tec ata gca ate eta tgt gag gag ttt ccc cac gag tta gga gac ttt 1533 
Ser lie Ala lie Leu Cys Glu Glu Phe Pro His Glu Leu Gly Asp Phe 
340 345 350 

gtg ate eta etc aat gca ggg atg age act cga caa gee ttg eta ttc 1581 
Val lie Leu Leu Asn Ala Gly Met Ser Thr Arg Gin Ala Leu Leu Phe 
355 360 365 

aac ttc ctt tct gca tgt tec tgc tat gtt ggg eta get ttt ggc att 1629 
Asn Phe Leu Ser Ala Cys Ser Cys Tyr Val Gly Leu Ala Phe Gly lie 
370 375 380 

ttg gtg ggc aac aat ttc get cca aat att ata ttt gca ctt get gga 1677 
Leu Val Gly Asn Asn Phe Ala Pro Asn lie lie Phe Ala Leu Ala Gly 
385 390 395 400 

ggc atg ttc etc tat att tct ctg gca gat atg ttt cca gag atg aat 1725 
Gly Met Phe Leu Tyr lie Ser Leu Ala Asp Met Phe Pro Glu Met Asn 
405 410 415 

gat atg ctg aga gaa aag gta act gga aga aaa ace gat ttc ace ttc 1773 
Asp Met Leu Arg Glu Lys Val Thr Gly Arg Lys Thr Asp Phe Thr Phe 
420 425 430 

ttc atg att cag aat get gga atg tta act gga ttc aca gee att eta 1821 
Phe Met lie Gin Asn Ala Gly Met Leu Thr Gly Phe Thr Ala lie Leu 
435 440 445 

etc att ace ttg tat gca gga gaa ate gaa ttg gag taa tagaaaatgg 1870 
Leu lie Thr Leu Tyr Ala Gly Glu lie Glu Leu Glu 
450 455 460 

aagatggtgt tgttaataaa ggcatttaat agataaaaac atctccaaaa aggattttga 193 0 

agctgatcct atttagttaa aaagataatt ttgctttcaa ctgtaggtcc agaaaactaa 1990 

ttattggcat cagtctgtga aatagtccat tatttgttgt taaaaatget tcaaaaggtt 2050 

ttcagtgtca gtctgagatg cctggtatat aggagecttt gggaaatact tatttttcag 2110 

tattccatgc atattagata tcaccatgaa gcaagagaca tgcattctat aatcatgtag 2170 

acactcagac tcaggggaaa atacaagtta tatcctgaaa gectttaaaa ctctatggta 2230 

ggatcaaaga ttcaaatggt ttcagagagg ttttatttca attaatttgt tetagtgett 2290 

tcaagagcaa gtacatcaaa atgtagaagg taaaatgtat gcaacactaa tataaattat 2350 

tccaagtctt taaggageca aagaaaaaaa agatttctca cagctttttg ttctgttttg 2410 

tatttcaatt aggaacttgc agtattattt tgaaaaccat tctaaaataa taggagttag 2470 

gaaataaata aagttttgct agccctgcta agttcaggct tagaggctta tegctaagtn 2530 

taaacttcac cagattccac gaaaagctgg atagcttttt ttctgactta tgttgtggtt 2590 
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gcacccctca 


caaatggcag 


aacagtatgt 


catgtgtttg 


ctttgtgaag 


gtgaagaata 


ttttatgcaa 


tttactttta 


aagacaaaca 


tgcaaaacaa 


cagctggact 


gctgtacatc 


cttatgtgtg 


attgagagcc 


attcagaaaa 


catatggtat 


accttgaaaa 


aaattagcac 


gacagagcct 


gtttactcat 


ttagaagata 


gattcacact 


cccaagtcac 


ttaaggtgat 


caacaatgat 


ctcaggaatt 


acattttcca 


aatgcagatt 


tggtgaatat 


ttaatatata 


aattaaaaaa 


tattgtttgg 


ccaaatagta 



<210> 36 

<211> 460 

<212> PRT 

<213> Homo sapiens 

<400> 36 

Met Ala Pro Gly Arg Ala Val Ala Gly Leu 
15 10 

Gly Leu Gly Gly Val Ala Glu Gly Pro Gly 
20 25 

Val Leu Ser Val Phe Gly Ala Asn Leu Ser 
35 40 

Gin His Leu Leu Glu Gin Met Gly Ala Ala 
50 55 

Glu Pro Gly Gin Leu His Phe Asn Gin Cys 
65 70 

Phe Ser Leu His Gly Phe Ser Asn Ala Thr 
85 90 

Phe Ser Val lie Cys Pro Ala Val Leu Gin 
100 105 
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ttcagtgcac 2650 

ttggatgtaa 2710 

ttttaataaa 2770 

acatatgttc 2830 

tatacttttc 2890 

ttttataaaa 2950 

gaacatccta 3010 

tgacaaagcc 3070 

atgtagcagc 313 0 

tatgactgac 3190 

aaaaaa 3246 

Leu Leu Leu Ala Ala Ala 
15 

Leu Ala Phe Ser Glu Asp 
30 

Leu Ser Ala Ala Gin Leu 
45 

Ser Arg Val Gly Val Pro 
60 

Leu Thr Ala Glu Glu lie 
75 80 

Gin lie Thr Ser Ser Lys 
95 

Gin Leu Asn Phe His Pro 
110 



aaagctggta acacctcggt 
tgttggttta gagaaagaaa 
taactattta gcagagaata 
aaggacagat taactggaaa 
gacttccttt gtgttcagcc 
accatggtta tttttctacc 
gagaaaattg gtctaaaatt 
ttgatggtga ggaaaatgat 
acagaccaaa aaatgttttc 
ttttagtatg tatttcactt 
aacacccttt tgaaaccatg 
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Cys Glu Asp Arg Pro Lys His Lys Thr Arg Pro Ser His Ser Glu Val 
115 120 125 



Trp Gly Tyr Gly Phe Leu Ser Val Thr lie lie Asn Leu Ala Ser Leu 
130 135 140 



Leu Gly Leu lie Leu Thr Pro Leu lie Lys Lys Ser Tyr Phe Pro Lys 
145 150 155 160 



lie Leu Thr Phe Phe Val Gly Leu Ala lie Gly Thr Leu Phe Ser Asn 
165 170 175 



Ala lie Phe Gin Leu lie Pro Glu Ala Phe Gly Phe Asp Pro Lys Val 
180 185 190 



Asp Ser Tyr Val Glu Lys Ala Val Ala Val Phe Gly Gly Phe Tyr Leu 
195 200 205 



Leu Phe Phe Phe Glu Arg Met Leu Lys Met Leu Leu Lys Thr Tyr Gly 
210 215 220 



Gin Asn Gly His Thr His Phe Gly Asn Asp Asn Phe Gly Pro Gin Glu 
225 230 235 240 



Lys Thr His Gin Pro Lys Ala Leu Pro Ala lie Asn Gly Val Thr Cys 
245 250 255 



Tyr Ala Asn Pro Ala Val Thr Glu Ala Asn Gly His lie His Phe Asp 
260 265 270 



Asn Val Ser Val Val Ser Leu Gin Asp Gly Lys Lys Glu Pro Ser Ser 
275 280 285 



Cys Thr Cys Leu Lys Gly Pro Lys Leu Ser Glu lie Gly Thr lie Ala 
290 295 300 



Trp Met lie Thr Leu Cys Asp Ala Leu His Asn Phe lie Asp Gly Leu 
305 310 315 320 



Ala lie Gly Ala Ser Cys Thr Leu Ser Leu Leu Gin Gly Leu Ser Thr 
325 330 335 
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Ser lie Ala lie Leu Cys Glu Glu Phe Pro His Glu Leu Gly Asp Phe 
340 345 350 



Val lie Leu Leu Asn Ala Gly Met Ser Thr Arg Gin Ala Leu Leu Phe 
355 360 365 



Asn Phe Leu Ser Ala Cys Ser Cys Tyr Val Gly Leu Ala Phe Gly lie 
370 375 380 



Leu Val Gly Asn Asn Phe Ala Pro Asn lie lie Phe Ala Leu Ala Gly 
385 390 395 400 



Gly Met Phe Leu Tyr lie Ser Leu Ala Asp Met Phe Pro Glu Met Asn 
405 410 415 



Asp Met Leu Arg Glu Lys Val Thr Gly Arg Lys Thr Asp Phe Thr Phe 
420 425 430 



Phe Met He Gin Asn Ala Gly Met Leu Thr Gly Phe Thr Ala He Leu 
435 440 445 



Leu He Thr Leu Tyr Ala Gly Glu He Glu Leu Glu 
450 455 460 



<210> 37 

<211> 1895 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (106) . . (1725) 

<400> 37 

gtctacagca aggcctaata ggggacctga gggcacagtc ctcaggatgt ttcggggaga 60 

ataggagcca gaacctgagc ccctaagcca ttcccctcac caatg atg ggg tec cca 117 

Met Gly Ser Pro 
1 

gtg agt cat ctg ctg gec ggc ttc tgt gtg tgg gtc gtc ttg ggc tgg 165 
Val Ser His Leu Leu Ala Gly Phe Cys Val Trp Val Val Leu Gly Trp 
5 10 15 20 
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gta ggg ggc tea gtc ccc aac ctg ggc cct get gag cag gag cag aac 
Val Gly Gly Ser Val Pro Asn Leu Gly Pro Ala Glu Gin Glu Gin Asn 
25 30 35 

cat tac ctg gec cag ctg ttt ggc ctg tac ggc gag aat ggg acg ctg 
His Tyr Leu Ala Gin Leu Phe Gly Leu Tyr Gly Glu Asn Gly Thr Leu 
40 45 50 

act gca ggg ggc ttg gcg egg ctt etc cac age ctg ggg eta ggc cga 
Thr Ala Gly Gly Leu Ala Arg Leu Leu His Ser Leu Gly Leu Gly Arg 
55 60 65 

gtt cag ggg ctt cgc ctg gga cag cat ggg cct ctg act gga egg get 
Val Gin Gly Leu Arg Leu Gly Gin His Gly Pro Leu Thr Gly Arg Ala 
70 75 80 

gca tec cca get gca gac aat tec aca cac agg cca cag aac cct gag 
Ala Ser Pro Ala Ala Asp Asn Ser Thr His Arg Pro Gin Asn Pro Glu 
85 90 95 100 

ctg agt gtg gat gtc tgg gca ggg atg cct ctg ggt ccc tea ggg tgg 
Leu Ser Val Asp Val Trp Ala Gly Met Pro Leu Gly Pro Ser Gly Trp 
105 110 115 

ggt gac ctg gaa gag tea aag gee cct cac eta ccc cgt ggg cca gee 
Gly Asp Leu Glu Glu Ser Lys Ala Pro His Leu Pro Arg Gly Pro Ala 
120 125 130 

ccc teg ggc ctg gac etc ctt cac agg ctt ctg ttg ctg gac cac tea 
Pro Ser Gly Leu Asp Leu Leu His Arg Leu Leu Leu Leu Asp His Ser 
135 140 145 

ttg get gac cac ctg aat gag gat tgt ctg aac ggc tec cag ctg ctg 
Leu Ala Asp His Leu Asn Glu Asp Cys Leu Asn Gly Ser Gin Leu Leu 
150 155 160 

gtc aat ttt ggc ttg age ccc get get cct ctg ace cct cgt cag ttt 
Val Asn Phe Gly Leu Ser Pro Ala Ala Pro Leu Thr Pro Arg Gin Phe 
165 170 175 180 

get ctg ctg tgc cca gee ctg ctt tat cag ate gac age cgc gtc tgc 
Ala Leu Leu Cys Pro Ala Leu Leu Tyr Gin lie Asp Ser Arg Val Cys 
185 190 195 

ate ggc get ccg gee cct gca ccc cca ggg gat eta eta tct gee ctg 
lie Gly Ala Pro Ala Pro Ala Pro Pro Gly Asp Leu Leu Ser Ala Leu 
200 205 210 

ctt cag agt gee ctg gca gtc ctg ttg etc age etc cct tct ccc eta 
Leu Gin Ser Ala Leu Ala Val Leu Leu Leu Ser Leu Pro Ser Pro Leu 
215 220 225 

tec ctg ctg ctg ctg egg etc ctg gga cct cgt eta eta egg ccc ttg 
Ser Leu Leu Leu Leu Arg Leu Leu Gly Pro Arg Leu Leu Arg Pro Leu 
230 235 240 



SPO-128 
213 

261 

309 

357 

405 

453 

501 

549 

597 

645 

693 

741 

789 

837 
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ctg ggc ttc ctg ggg gcc ctg gcg gtg ggc act ctt tgt ggg gat gca 885 
Leu Gly Phe Leu Gly Ala Leu Ala Val Gly Thr Leu Cys Gly Asp Ala 
245 250 255 260 

ctg eta cat ctg eta ccg cat gca caa gaa ggg egg cac gca gga cct 933 
Leu Leu His Leu Leu Pro His Ala Gin Glu Gly Arg His Ala Gly Pro 
265 270 275 

ggc gga eta cca gag aag gac ctg ggc ccg ggg ctg tea gtg etc gga 981 
Gly Gly Leu Pro Glu Lys Asp Leu Gly Pro Gly Leu Ser Val Leu Gly 
280 285 290 

ggc etc ttc ctg etc ttt gtg ctg gag aac atg ctg ggg ctt ttg egg 102 9 

Gly Leu Phe Leu Leu Phe Val Leu Glu Asn Met Leu Gly Leu Leu Arg 
295 300 305 

cac cga ggg etc agg cca aga tgc tgc agg cga aaa cga agg aat etc 1077 
His Arg Gly Leu Arg Pro Arg Cys Cys Arg Arg Lys Arg Arg Asn Leu 
310 315 320 

gaa aca cgc aac ttg gat ccg gag aat ggc agt ggg atg gcc ctt cag 1125 
Glu Thr Arg Asn Leu Asp Pro Glu Asn Gly Ser Gly Met Ala Leu Gin 
325 330 335 340 

ccc eta cag gca get cca gag cca ggg get cag ggc cag agg gag aag 1173 
Pro Leu Gin Ala Ala Pro Glu Pro Gly Ala Gin Gly Gin Arg Glu Lys 
345 350 355 

aac age cag cac cca cca get ctg gcc cct cct ggg cac caa ggc cac 1221 
Asn Ser Gin His Pro Pro Ala Leu Ala Pro Pro Gly His Gin Gly His 
360 365 370 

agt cat ggg cac cag ggt ggc act gat ate acg tgg atg gtc etc ctg 1269 
Ser His Gly His Gin Gly Gly Thr Asp lie Thr Trp Met Val Leu Leu 
375 380 385 

gga gat ggt eta cac aac etc act gat ggg ctg gcc ata ggt get gcc 1317 
Gly Asp Gly Leu His Asn Leu Thr Asp Gly Leu Ala lie Gly Ala Ala 
390 395 400 

ttc tct gat ggc ttc tec age ggc etc agt ace ace tta gcg gtc ttc 1365 
Phe Ser Asp Gly Phe Ser Ser Gly Leu Ser Thr Thr Leu Ala Val Phe 
405 410 415 420 

tgc cat gag ctg ccc cac gaa ctg ggt gac ttt gcc atg ctg etc cag 1413 
Cys His Glu Leu Pro His Glu Leu Gly Asp Phe Ala Met Leu Leu Gin 
425 430 435 

tea ggg ctg tec ttt egg egg ctg ctg ctg ctg age etc gtg tct gga 1461 
Ser Gly Leu Ser Phe Arg Arg Leu Leu Leu Leu Ser Leu Val Ser Gly 
440 445 450 

gcc ctg gga ttg ggg ggt gca gtc ctg ggg gtg ggg etc age ctg ggc 1509 
Ala Leu Gly Leu Gly Gly Ala Val Leu Gly Val Gly Leu Ser Leu Gly 
455 460 465 
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cct gtc ccc etc act ccc tgg gtg ttt ggg gtc act get ggg gtc ttc 1557 
Pro Val Pro Leu Thr Pro Trp Val Phe Gly Val Thr Ala Gly Val Phe 
470 475 480 

etc tat gtg gee ctt gtg gac atg eta cca gee ctg ctt cgt cct ccg 1605 
Leu Tyr Val Ala Leu Val Asp Met Leu Pro Ala Leu Leu Arg Pro Pro 
485 490 495 500 

gag ccc ctg cct acg ccc cat gtg etc ctg cag ggg ctg ggg ctg ctg 1653 
Glu Pro Leu Pro Thr Pro His Val Leu Leu Gin Gly Leu Gly Leu Leu 
505 510 515 

ctg ggg ggc ggc etc atg ctt gec ata acc ctg ctg gag gag egg eta 1701 
Leu Gly Gly Gly Leu Met Leu Ala lie Thr Leu Leu Glu Glu Arg Leu 
520 525 530 

ctg ccc gtg acc act gag ggc tga tggggccagt ggaaaggggt cgggttgccc 1755 
Leu Pro Val Thr Thr Glu Gly 
535 

ttccttcccc ccaaccacag gaatggaggc gggacacagg gecagtagga gcaataggat 1815 

tttaataaac agaacccatc ccaaaaaaaa aaaaaaaaaa aaaaaaaaaa aaaaaaaaaa 1875 

aaaaaaaaaa aaaaaaaaaa 1895 



<210> 38 

<211> 539 

<212> PRT 

<213> Homo sapiens 

<400> 38 

Met Gly Ser Pro Val Ser His Leu Leu Ala Gly Phe Cys Val Trp Val 
15 10 15 



Val Leu Gly Trp Val Gly Gly Ser Val Pro Asn Leu Gly Pro Ala Glu 
20 25 30 



Gin Glu Gin Asn His Tyr Leu Ala Gin Leu Phe Gly Leu Tyr Gly Glu 
35 40 45 



Asn Gly Thr Leu Thr Ala Gly Gly Leu Ala Arg Leu Leu His Ser Leu 
50 55 60 



Gly Leu Gly Arg Val Gin Gly Leu Arg Leu Gly Gin His Gly Pro Leu 
65 70 75 80 



Thr Gly Arg Ala Ala Ser Pro Ala Ala Asp Asn Ser Thr His Arg Pro 
85 90 95 



J : \SPO\l28\Sequences\SPO-128 . ST25 . txt/DNB/ehm 



62 



SPO-128 



Gin Asn Pro Glu Leu Ser Val Asp Val Trp Ala Gly Met Pro Leu Gly 
100 105 110 



Pro Ser Gly Trp Gly Asp Leu Glu Glu Ser Lys Ala Pro His Leu Pro 
115 120 125 



Arg Gly Pro Ala Pro Ser Gly Leu Asp Leu Leu His Arg Leu Leu Leu 
130 135 140 



Leu Asp His Ser Leu Ala Asp His Leu Asn Glu Asp Cys Leu Asn Gly 
145 150 155 160 



Ser Gin Leu Leu Val Asn Phe Gly Leu Ser Pro Ala Ala Pro Leu Thr 
165 170 175 



Pro Arg Gin Phe Ala Leu Leu Cys Pro Ala Leu Leu Tyr Gin lie Asp 
180 185 190 



Ser Arg Val Cys lie Gly Ala Pro Ala Pro Ala Pro Pro Gly Asp Leu 
195 200 205 



Leu Ser Ala Leu Leu Gin Ser Ala Leu Ala Val Leu Leu Leu Ser Leu 
210 215 220 



Pro Ser Pro Leu Ser Leu Leu Leu Leu Arg Leu Leu Gly Pro Arg Leu 
225 230 235 240 



Leu Arg Pro Leu Leu Gly Phe Leu Gly Ala Leu Ala Val Gly Thr Leu 
245 250 * 255 



Cys Gly Asp Ala Leu Leu His Leu Leu Pro His Ala Gin Glu Gly Arg 
260 265 270 



His Ala Gly Pro Gly Gly Leu Pro Glu Lys Asp Leu Gly Pro Gly Leu 
275 280 285 



Ser Val Leu Gly Gly Leu Phe Leu Leu Phe Val Leu Glu Asn Met Leu 
290 295 300 



Gly Leu Leu Arg His Arg Gly Leu Arg Pro Arg Cys Cys Arg Arg Lys 
305 310 315 320 
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Arg Arg Asn Leu Glu Thr Arg Asn Leu Asp Pro Glu Asn Gly Ser Gly 
325 330 335 



Met Ala Leu Gin Pro Leu Gin Ala Ala Pro Glu Pro Gly Ala Gin Gly 
340 345 350 



Gin Arg Glu Lys Asn Ser Gin His Pro Pro Ala Leu Ala Pro Pro Gly 
355 360 365 



His Gin Gly His Ser His Gly His Gin Gly Gly Thr Asp lie Thr Trp 
370 375 380 



Met Val Leu Leu Gly Asp Gly Leu His Asn Leu Thr Asp Gly Leu Ala 
385 390 395 400 



lie Gly Ala Ala Phe Ser Asp Gly Phe Ser Ser Gly Leu Ser Thr Thr 
405 410 415 



Leu Ala Val Phe Cys His Glu Leu Pro His Glu Leu Gly Asp Phe Ala 
420 425 430 



Met Leu Leu Gin Ser Gly Leu Ser Phe Arg Arg Leu Leu Leu Leu Ser 
435 440 445 



Leu Val Ser Gly Ala Leu Gly Leu Gly Gly Ala Val Leu Gly Val Gly 
450 455 460 



Leu Ser Leu Gly Pro Val Pro Leu Thr Pro Trp Val Phe Gly Val Thr 
465 470 475 480 



Ala Gly Val Phe Leu Tyr Val Ala Leu Val Asp Met Leu Pro Ala Leu 
485 490 495 



Leu Arg Pro Pro Glu Pro Leu Pro Thr Pro His Val Leu Leu Gin Gly 
500 505 510 



Leu Gly Leu Leu Leu Gly Gly Gly Leu Met Leu Ala lie Thr Leu Leu 
515 520 525 



Glu Glu Arg Leu Leu Pro Val Thr Thr Glu Gly 
530 535 
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<210> 39 

<211> 2636 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (222) . . (2186) 

<400> 39 

aaaataatcc tctctagctc ccagtgcaca gtcaaagaat tttaaaaaca gggaactttg 60 

taactgtgaa atactctcca ggatttaaaa ggctgtggag ctccagataa agaatcgttt 120 

atctttcttc tgaagaaatt cctttggtta caagtttacc ccataaacgg caacacactc 180 

acctccatcc aagacagact caaggtggag gaagcgtgga a atg tgc ttc egg aca 236 

Met Cys Phe Arg Thr 
1 5 

aag etc tea gta tec tgg gtg cca ttg ttt ctt eta etc age cgt gtt 284 
Lys Leu Ser Val Ser Trp Val Pro Leu Phe Leu Leu Leu Ser Arg Val 
10 15 20 

ttt tct act gag aca gac aaa ccc tea gee cag gac age aga age cgt 332 
Phe Ser Thr Glu Thr Asp Lys Pro Ser Ala Gin Asp Ser Arg Ser Arg 
25 30 35 

ggg agt tea ggc caa ccg gca gac ctg eta cag gtt etc tct get ggt 380 
Gly Ser Ser Gly Gin Pro Ala Asp Leu Leu Gin Val Leu Ser Ala Gly 
40 45 50 

gac cac cca ccc cac aac cac tea aga age etc ate aaa aca ttg ttg 428 
Asp His Pro Pro His Asn His Ser Arg Ser Leu lie Lys Thr Leu Leu 
55 60 65 

gag aaa act ggg tgc cca egg agg aga aac gga atg caa gga gat tgc 476 
Glu Lys Thr Gly Cys Pro Arg Arg Arg Asn Gly Met Gin Gly Asp Cys 
70 75 80 85 

aat ctg tgc ttt gaa cca gat gca eta tta eta ata get gga gga aat 524 
Asn Leu Cys Phe Glu Pro Asp Ala Leu Leu Leu lie Ala Gly Gly Asn 
90 95 100 

ttt gaa gat cag ctt aga gaa gaa gtg gtc cag aga gtt tct ctt etc 572 
Phe Glu Asp Gin Leu Arg Glu Glu Val Val Gin Arg Val Ser Leu Leu 
105 110 115 

ctt etc tat tac att att cat cag gaa gag ate tgt tct tea aag etc 620 
Leu Leu Tyr Tyr lie lie His Gin Glu Glu lie Cys Ser Ser Lys Leu 
120 125 130 
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aac atg agt aat aaa gag tat aaa ttt tac eta cac age eta ctg age 668 
Asn Met Ser Asn Lys Glu Tyr Lys Phe Tyr Leu His Ser Leu Leu Ser 
135 140 145 

etc agg cag gat gaa gat tec tct ttc ctt tea cag aat gag aca gaa 716 
Leu Arg Gin Asp Glu Asp Ser Ser Phe Leu Ser Gin Asn Glu Thr Glu 
150 155 160 165 

gat ate ttg get ttc ace agg cag tac ttt gac act tct caa age cag 764 
Asp lie Leu Ala Phe Thr Arg Gin Tyr Phe Asp Thr Ser Gin Ser Gin 
170 175 180 

tgt atg gaa ace aaa acg ctg cag aaa aaa tct gga ata gtg age agt 812 
Cys Met Glu Thr Lys Thr Leu Gin Lys Lys Ser Gly lie Val Ser Ser 
185 190 195 

gaa ggt get aat gaa agt acg ctt cct cag ttg gca gee atg ate att 860 
Glu Gly Ala Asn Glu Ser Thr Leu Pro Gin Leu Ala Ala Met lie lie 
200 205 210 

act ttg tec etc cag ggt gtt tgt ctg gga caa gga aac ttg cct tec 908 
Thr Leu Ser Leu Gin Gly Val Cys Leu Gly Gin Gly Asn Leu Pro Ser 
215 220 225 

cca gac tac ttt aca gaa tat att ttc agt tec ttg aat cgt acg aat 956 
Pro Asp Tyr Phe Thr Glu Tyr lie Phe Ser Ser Leu Asn Arg Thr Asn 
230 235 240 245 

ace etc cgc eta tea gaa eta gac caa etc etc aac act etc tgg ace 1004 
Thr Leu Arg Leu Ser Glu Leu Asp Gin Leu Leu Asn Thr Leu Trp Thr 
250 255 260 

aga agt act tgt ate aaa aat gag aaa ate cat caa ttt caa agg aaa 1052 
Arg Ser Thr Cys lie Lys Asn Glu Lys lie His Gin Phe Gin Arg Lys 
265 270 275 

caa aac aac ata ata ace cat gat cag ggc tat tct aat ttc tct tea 1100 
Gin Asn Asn lie lie Thr His Asp Gin Gly Tyr Ser Asn Phe Ser Ser 
280 285 290 

tec atg gaa aaa gag tct gag gat ggt cca gtt tec tgg gat cag ace 1148 
Ser Met Glu Lys Glu Ser Glu Asp Gly Pro Val Ser Trp Asp Gin Thr 
295 300 305 

tgc ttc tct get agg cag ctg gtg gag ata ttt eta cag aag ggc etc 1196 
Cys Phe Ser Ala Arg Gin Leu Val Glu lie Phe Leu Gin Lys Gly Leu 
310 315 320 325 

tea etc att tct aag gag gac ttt aag caa atg agt cca ggg ate ate 1244 
Ser Leu lie Ser Lys Glu Asp Phe Lys Gin Met Ser Pro Gly lie lie 
330 335 340 

cag cag etc etc age tgc tec tgc cac tta ccc aag gac caa caa gca 1292 
Gin Gin Leu Leu Ser Cys Ser Cys His Leu Pro Lys Asp Gin Gin Ala 
345 350 355 
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aag ctg cca cct acc act ctg gag aaa tac ggc tac age acg gtg get 1340 
Lys Leu Pro Pro Thr Thr Leu Glu Lys Tyr Gly Tyr Ser Thr Val Ala 
360 365 370 

gtc acc ctt etc aca ctg ggc tec atg ctg ggg aca gcg ctg gtc ctt 1388 
Val Thr Leu Leu Thr Leu Gly Ser Met Leu Gly Thr Ala Leu Val Leu 
375 380 385 

ttc cat age tgt gag gag aac tac agg ctt ate tta cag ctg ttt gtg 1436 
Phe His Ser Cys Glu Glu Asn Tyr Arg Leu lie Leu Gin Leu Phe Val 
390 395 400 405 

ggc ttg gee gtc ggg aca ctg tct ggg gac get ctg etc cac ctt ate 1484 
Gly Leu Ala Val Gly Thr Leu Ser Gly Asp Ala Leu Leu His Leu lie 
410 415 420 

cct cag gtt ctt ggt tta cat aag cag gaa gee cca gaa ttt ggg cat 1532 
Pro Gin Val Leu Gly Leu His Lys Gin Glu Ala Pro Glu Phe Gly His 
425 430 435 

ttc cat gaa age aaa ggt cat att tgg aaa ctg atg gga tta att gga 15 8 0 

Phe His Glu Ser Lys Gly His lie Trp Lys Leu Met Gly Leu lie Gly 
440 445 450 

ggc ate cat gga ttt ttc ttg ata gaa aaa tgt ttt att ctt ctt gta 1628 
Gly lie His Gly Phe Phe Leu lie Glu Lys Cys Phe lie Leu Leu Val 
455 460 465 

tea cca aat gac aag aaa age cca gaa gat tea cag gca get gaa atg 1676 
Ser Pro Asn Asp Lys Lys Ser Pro Glu Asp Ser Gin Ala Ala Glu Met 
470 475 480 485 

cct ata ggc agt atg aca gee tec aac aga aaa tgt aaa gee att age 1724 
Pro lie Gly Ser Met Thr Ala Ser Asn Arg Lys Cys Lys Ala lie Ser 
490 495 500 

ttg tta gca ate atg att ctg gtt ggg gac age ctg cat aat ttt gca 1772 
Leu Leu Ala lie Met lie Leu Val Gly Asp Ser Leu His Asn Phe Ala 
505 510 515 

gat ggc eta gec ata gga gca gee ttc tea tea tea tec gag tea gga 1820 
Asp Gly Leu Ala lie Gly Ala Ala Phe Ser Ser Ser Ser Glu Ser Gly 
520 525 530 

gtg acc act acg att get ate ttg tgt cat gaa ate cca cat gaa atg 1868 
Val Thr Thr Thr He Ala He Leu Cys His Glu He Pro His Glu Met 
535 540 545 

gga gac ttt gee gtg etc tta age tct gga ctt tct atg aag act gee 1916 
Gly Asp Phe Ala Val Leu Leu Ser Ser Gly Leu Ser Met Lys Thr Ala 
550 555 560 565 

ate ctg atg aat ttt ata age tec eta act gee ttc atg gga tta tac 1964 
He Leu Met Asn Phe He Ser Ser Leu Thr Ala Phe Met Gly Leu Tyr 
570 575 580 
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att ggc ctt tec gtg tea get gat cca tgt gtt caa gac tgg ate ttc 2012 
lie Gly Leu Ser Val Ser Ala Asp Pro Cys Val Gin Asp Trp lie Phe 
585 590 595 

aca gtc act get ggg atg ttc tta tat tta tec ttg gtt gaa atg ctt 2060 
Thr Val Thr Ala Gly Met Phe Leu Tyr Leu Ser Leu Val Glu Met Leu 
600 605 610 

cct gaa atg act cat gtt caa aca caa cga ccc tgg atg atg ttt etc 2108 
Pro Glu Met Thr His Val Gin Thr Gin Arg Pro Trp Met Met Phe Leu 
615 620 625 

ctg caa aac ttt gga ttg ate eta ggt tgg ctt tct etc ctg etc ttg 2156 
Leu Gin Asn Phe Gly Leu lie Leu Gly Trp Leu Ser Leu Leu Leu Leu 
630 635 640 645 

get ata tat gag caa aat att aaa ata taa gtgaggatct tcaacatctt 22 06 
Ala lie Tyr Glu Gin Asn lie Lys lie 
650 

teaaaaatge atttatatag tcttactttg tttctttcat tgcactctat aatgattttt 2266 

aaattaagaa ttttttatct taggcaaagt gtgtctcttt caattcatta acttattaat 2326 

tttataatgc agttttattt ttggaaacat ataaatatca gactgtcctt aattgaaatt 2386 

ttgtctttgg tttccaacac catgatgaag etcttgettt ttaaaaagta gttagtaaat 2446 

tetgeatgaa ttttagtaaa ctttaaaaaa tagatttttt ccctaagaaa gaatgtttgt 2506 

agaatttaaa gtggacagat gcctgttggg gtaaaatcaa ctgcaacttt ttgatgttaa 2566 

tttttttccc tgtgcaatta taaactataa gcaagttaag tgacaagcaa atgtaataaa 2626 

gactagtttt 2636 



<210> 40 

<211> 654 

<212> PRT 

<213> Homo sapiens 

<400> 40 

Met Cys Phe Arg Thr Lys Leu Ser Val Ser Trp Val Pro Leu Phe Leu 
15 10 15 



Leu Leu Ser Arg Val Phe Ser Thr Glu Thr Asp Lys Pro Ser Ala Gin 
20 25 30 



Asp Ser Arg Ser Arg Gly Ser Ser Gly Gin Pro Ala Asp Leu Leu Gin 
35 40 45 
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Val Leu Ser Ala Gly Asp His Pro Pro His Asn His Ser Arg Ser Leu 
50 55 60 



lie Lys Thr Leu Leu Glu Lys Thr Gly Cys Pro Arg Arg Arg Asn Gly 
65 70 75 80 



Met Gin Gly Asp Cys Asn Leu Cys Phe Glu Pro Asp Ala Leu Leu Leu 
85 90 95 



lie Ala Gly Gly Asn Phe Glu Asp Gin Leu Arg Glu Glu Val Val Gin 
100 105 110 



Arg Val Ser Leu Leu Leu Leu Tyr Tyr lie lie His Gin Glu Glu lie 
115 120 125 



Cys Ser Ser Lys Leu Asn Met Ser Asn Lys Glu Tyr Lys Phe Tyr Leu 
130 135 140 



His Ser Leu Leu Ser Leu Arg Gin Asp Glu Asp Ser Ser Phe Leu Ser 
145 150 155 160 



Gin Asn Glu Thr Glu Asp lie Leu Ala Phe Thr Arg Gin Tyr Phe Asp 
165 170 175 



Thr Ser Gin Ser Gin Cys Met Glu Thr Lys Thr Leu Gin Lys Lys Ser 
180 185 190 



Gly lie Val Ser Ser Glu Gly Ala Asn Glu Ser Thr Leu Pro Gin Leu 
195 200 205 



Ala Ala Met lie lie Thr Leu Ser Leu Gin Gly Val Cys Leu Gly Gin 
210 215 220 



Gly Asn Leu Pro Ser Pro Asp Tyr Phe Thr Glu Tyr lie Phe Ser Ser 
225 230 235 240 



Leu Asn Arg Thr Asn Thr Leu Arg Leu Ser Glu Leu Asp Gin Leu Leu 
245 250 255 



Asn Thr Leu Trp Thr Arg Ser Thr Cys lie Lys Asn Glu Lys lie His 
260 265 270 
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Gin Phe Gin Arg Lys Gin Asn Asn lie lie Thr His Asp Gin Gly Tyr 
275 280 285 



Ser Asn Phe Ser Ser Ser Met Glu Lys Glu Ser Glu Asp Gly Pro Val 
290 295 300 



Ser Trp Asp Gin Thr Cys Phe Ser Ala Arg Gin Leu Val Glu lie Phe 
305 310 315 320 



Leu Gin Lys Gly Leu Ser Leu lie Ser Lys Glu Asp Phe Lys Gin Met 
325 330 335 



Ser Pro Gly lie lie Gin Gin Leu Leu Ser Cys Ser Cys His Leu Pro 
340 345 350 



Lys Asp Gin Gin Ala Lys Leu Pro Pro Thr Thr Leu Glu Lys Tyr Gly 
355 360 365 



Tyr Ser Thr Val Ala Val Thr Leu Leu Thr Leu Gly Ser Met Leu Gly 
370 375 380 



Thr Ala Leu Val Leu Phe His Ser Cys Glu Glu Asn Tyr Arg Leu lie 
385 390 395 400 



Leu Gin Leu Phe Val Gly Leu Ala Val Gly Thr Leu Ser Gly Asp Ala 
405 410 415 



Leu Leu His Leu lie Pro Gin Val Leu Gly Leu His Lys Gin Glu Ala 
420 425 430 



Pro Glu Phe Gly His Phe His Glu Ser Lys Gly His lie Trp Lys Leu 
435 440 445 



Met Gly Leu lie Gly Gly lie His Gly Phe Phe Leu lie Glu Lys Cys 
450 455 460 



Phe lie Leu Leu Val Ser Pro Asn Asp Lys Lys Ser Pro Glu Asp Ser 
465 470 475 480 



Gin Ala Ala Glu Met Pro lie Gly Ser Met Thr Ala Ser Asn Arg Lys 
485 490 495 
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Cys Lys Ala lie Ser Leu Leu Ala lie Met lie Leu Val Gly Asp Ser 
500 505 510 



Leu His Asn Phe Ala Asp Gly Leu Ala lie Gly Ala Ala Phe Ser Ser 
515 520 525 



Ser Ser Glu Ser Gly Val Thr Thr Thr lie Ala lie Leu Cys His Glu 
530 535 540 



lie Pro His Glu Met Gly Asp Phe Ala Val Leu Leu Ser Ser Gly Leu 
545 550 555 560 



Ser Met Lys Thr Ala lie Leu Met Asn Phe lie Ser Ser Leu Thr Ala 
565 570 575 



Phe Met Gly Leu Tyr lie Gly Leu Ser Val Ser Ala Asp Pro Cys Val 
580 585 590 



Gin Asp Trp lie Phe Thr Val Thr Ala Gly Met Phe Leu Tyr Leu Ser 
595 600 605 



Leu Val Glu Met Leu Pro Glu Met Thr His Val Gin Thr Gin Arg Pro 
610 615 620 



Trp Met Met Phe Leu Leu Gin Asn Phe Gly Leu lie Leu Gly Trp Leu 
625 630 635 640 



Ser Leu Leu Leu Leu Ala lie Tyr Glu Gin Asn lie Lys lie 
645 650 



<210> 41 

<211> 2309 

<212> DNA 

<213> Homo sapiens 



<220> 

<221> CDS 

<222> (43) . . (1158) 

<400> 41 

gggccgcccg gatcgccgcc gccgccgccg cacgtacgtg gc atg cct gga tgt 54 

Met Pro Gly Cys 
1 
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ccc tgc cct ggc tgt ggc atg gcg ggc cca agg etc etc ttc etc act 102 
Pro Cys Pro Gly Cys Gly Met Ala Gly Pro Arg Leu Leu Phe Leu Thr 
5 10 15 20 

gec ctt gec ctg gag etc ttg gga agg get ggg ggt tec cag ccg gee 150 
Ala Leu Ala Leu Glu Leu Leu Gly Arg Ala Gly Gly Ser Gin Pro Ala 
25 30 35 

etc egg age egg ggg act gcg acg gec tgt cgc ctg gac aac aag gaa 198 
Leu Arg Ser Arg Gly Thr Ala Thr Ala Cys Arg Leu Asp Asn Lys Glu 
40 45 50 

age gag tec tgg ggg get ctg ctg age gga gag egg ctg gac ace tgg 246 
Ser Glu Ser Trp Gly Ala Leu Leu Ser Gly Glu Arg Leu Asp Thr Trp 
55 60 65 

ate tgc tec etc ctg ggt tec etc atg gtg ggg etc agt ggg gtc ttc 294 
lie Cys Ser Leu Leu Gly Ser Leu Met Val Gly Leu Ser Gly Val Phe 
70 75 80 

ccg ttg ctt gtc att ccc eta gag atg ggg ace atg ctg cgc tea gaa 342 
Pro Leu Leu Val lie Pro Leu Glu Met Gly Thr Met Leu Arg Ser Glu 
85 90 95 100 

get ggg gee tgg cgc ctg aag cag ctg etc age ttc gee ctg ggg gga 3 90 

Ala Gly Ala Trp Arg Leu Lys Gin Leu Leu Ser Phe Ala Leu Gly Gly 
105 110 115 

etc ttg ggc aat gtg ttt ctg cat ctg ctg ccc gaa gee tgg gee tac 438 
Leu Leu Gly Asn Val Phe Leu His Leu Leu Pro Glu Ala Trp Ala Tyr 
120 125 130 

acg tgc age gec age cct ggt ggt gag ggg cag age ctg cag cag cag 486 
Thr Cys Ser Ala Ser Pro Gly Gly Glu Gly Gin Ser Leu Gin Gin Gin 
135 140 145 

caa cag ctg ggg ctg tgg gtc att get ggc ate ctg ace ttc ctg gcg 534 
Gin Gin Leu Gly Leu Trp Val lie Ala Gly lie Leu Thr Phe Leu Ala 
150 155 160 

ttg 9 a 9 aag atg ttc ctg gac age aag gag gag ggg acc age cag gee 5 82 

Leu Glu Lys Met Phe Leu Asp Ser Lys Glu Glu Gly Thr Ser Gin Ala 
165 170 175 180 

ccc aac aaa gac ccc act get get gee gee gca etc aat gga ggc cac 630 
Pro Asn Lys Asp Pro Thr Ala Ala Ala Ala Ala Leu Asn Gly Gly His 
185 190 " 195 

tgt ctg gee cag ccg get gca gag ccc ggc etc ggt gee gtg gtc egg 678 
Cys Leu Ala Gin Pro Ala Ala Glu Pro Gly Leu Gly Ala Val Val Arg 
200 205 210 

age ate aaa gtc age ggc tac etc aac ctg ctg gee aac acc ate gat 726 
Ser lie Lys Val Ser Gly Tyr Leu Asn Leu Leu Ala Asn Thr lie Asp 
215 220 225 
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aac ttc acc cac ggg ctg get gtg get gec age ttc ctt gtg age aag 774 
Asn Phe Thr His Gly Leu Ala Val Ala Ala Ser Phe Leu Val Ser Lys 
230 235 240 

aag ate ggg etc ctg aca acc atg gec ate etc ctg cat gag ate ccc 822 
Lys lie Gly Leu Leu Thr Thr Met Ala lie Leu Leu His Glu lie Pro 
245 250 255 260 

cat gag gtg ggc gac ttt gee ate ctg etc egg gee ggc ttt gac cga 870 
His Glu Val Gly Asp Phe Ala lie Leu Leu Arg Ala Gly Phe Asp Arg 
265 270 275 

tgg age gca gee aag ctg caa etc tea aca gcg ctg ggg ggc eta ctg 918 
Trp Ser Ala Ala Lys Leu Gin Leu Ser Thr Ala Leu Gly Gly Leu Leu 
280 285 290 

ggc get ggc ttc gee ate tgt acc cag tec ccc aag gga gta gtt ggg 966 
Gly Ala Gly Phe Ala He Cys Thr Gin Ser Pro Lys Gly Val Val Gly 
295 300 305 

tgt tct ccc get gca gag gag acg gca gee tgg gtc ctg ccc ttc acc 1014 
Cys Ser Pro Ala Ala Glu Glu Thr Ala Ala Trp Val Leu Pro Phe Thr 
310 315 320 

tct ggc ggc ttt etc tac ate gec ttg gtg aac gtg etc cct gac etc 1062 
Ser Gly Gly Phe Leu Tyr He Ala Leu Val Asn Val Leu Pro Asp Leu 
325 330 335 340 

ttg gaa gaa gag gac ccg tgg cgc tec ctg cag cag ctg ctt ctg etc 1110 
Leu Glu Glu Glu Asp Pro Trp Arg Ser Leu Gin Gin Leu Leu Leu Leu 
345 350 355 

tgt gcg ggc ate gtg gta atg gtg ctg ttc teg etc ttc gtg gat taa 1158 
Cys Ala Gly He Val Val Met Val Leu Phe Ser Leu Phe Val Asp 
360 365 370 



ctttccctga 


tgccgacgcc 


cctgccccct 


gcagcaataa 


gatgetegga 


ttcactctgt 


1218 


gaeegcatat 


gtgagaggca 


gagagggega 


gtggctgcga 


gagagaatga 


gcctcccgcc 


1278 


agacaggagg 


gaggtgcgtg 


tggatgtatg 


tggtgtgcac 


atgtggccag 


aggtgtgtgc 


1338 


gegagacega 


cactgtgatc 


cctgtgctgg 


gtccggggcc 


cagtgtagcg 


cctgtcccca 


1398 


gecatgetgt 


ggttacctct 


ccttgccgcc 


ctgtcacctt 


cacctcctgg 


agtaagcagc 


1458 


gaggaagagc 


agcactggtc 


ccaagcagag 


gccttgccct 


gctgggaccc 


egggagtgag 


1518 


agcagcccaa 


ggatcccagg 


gtgcagggaa 


ctccagagct 


gcccacctcc 


cactgccccc 


1578 


tcagcacaca 


cacagtcccc 


aggeggecta 


ggggecaagg 


ctggggcggc 


tttggtccct 


1638 


tttcctggcc 


cttccttccc 


cacttctaag 


ccaaagaaag 


gagaggcagg 


tgctcctgta 


1698 


ccccagcccc 


actcagcact 


gacagtcccc 


agctcctagt 


agtgagctgg 


gaggegctte 


1758 
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ctaagaccct ttcctcaggg ctgccctggg agctcattcc tggccaacac gccctggcag 1818 

caccagcagc tcttgccacc tccagctgcc aaacagcagc ctgccgggca gggagcagcc 1878 

ccaggccaga gaggcctccc ggtccagctc agggatgctc ctgccagcac aggggccagg 1938 

gactcctgga gcaggcacat agtgagcccg ggcagccctg cccagctcag gcccctttcc 1998 

ttccccattg aggttggggt aggtgggggc ggtgagggct ccacgttgtc agcgctcagg 2058 

aatgtgctcc ggcagagtgc tgaagccata atccccaacc atttcccttg gctgacgccc 2118 

aggtactcag ctggcccact ccacagccag gcctggccct gcccttcacc gtggatgttt 2178 

tcagaagtgg ccatcgagag gtctggatgg ttttatagca actttgctgt gattccgttt 2238 

gtatctgtaa atatttgttc tatagataag atacaaataa atattatcca cataaaaaaa 2298 

aaaaaaaaaa a 2309 



<210> 42 

<211> 371 

<212> PRT 

<213> Homo sapiens 

<400> 42 

Met Pro Gly Cys Pro Cys Pro Gly Cys Gly Met Ala Gly Pro Arg Leu 
1 5 10 15 



Leu Phe Leu Thr Ala Leu Ala Leu Glu Leu Leu Gly Arg Ala Gly Gly 
20 25 30 



Ser Gin Pro Ala Leu Arg Ser Arg Gly Thr Ala Thr Ala Cys Arg Leu 
35 40 45 



Asp Asn Lys Glu Ser Glu Ser Trp Gly Ala Leu Leu Ser Gly Glu Arg 
50 55 60 



Leu Asp Thr Trp lie Cys Ser Leu Leu Gly Ser Leu Met Val Gly Leu 
65 70 75 80 



Ser Gly Val Phe Pro Leu Leu Val lie Pro Leu Glu Met Gly Thr Met 
85 90 95 



Leu Arg Ser Glu Ala Gly Ala Trp Arg Leu Lys Gin Leu Leu Ser Phe 
100 105 110 
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Ala Leu Gly Gly Leu Leu Gly Asn Val Phe Leu His Leu Leu Pro Glu 
115 120 125 



Ala Trp Ala Tyr Thr Cys Ser Ala Ser Pro Gly Gly Glu Gly Gin Ser 
130 135 140 



Leu Gin Gin Gin Gin Gin Leu Gly Leu Trp Val lie Ala Gly lie Leu 
145 150 155 160 



Thr Phe Leu Ala Leu Glu Lys Met Phe Leu Asp Ser Lys Glu Glu Gly 
165 170 175 



Thr Ser Gin Ala Pro Asn Lys Asp Pro Thr Ala Ala Ala Ala Ala Leu 
180 185 190 



Asn Gly Gly His Cys Leu Ala Gin Pro Ala Ala Glu Pro Gly Leu Gly 
195 200 205 



Ala Val Val Arg Ser lie Lys Val Ser Gly Tyr Leu Asn Leu Leu Ala 
210 215 220 



Asn Thr lie Asp Asn Phe Thr His Gly Leu Ala Val Ala Ala Ser Phe 
225 230 235 240 



Leu Val Ser Lys Lys lie Gly Leu Leu Thr Thr Met Ala lie Leu Leu 
245 250 255 



His Glu lie Pro His Glu Val Gly Asp Phe Ala lie Leu Leu Arg Ala 
260 265 270 



Gly Phe Asp Arg Trp Ser Ala Ala Lys Leu Gin Leu Ser Thr Ala Leu 
275 280 285 



Gly Gly Leu Leu Gly Ala Gly Phe Ala lie Cys Thr Gin Ser Pro Lys 
290 295 300 



Gly Val Val Gly Cys Ser Pro Ala Ala Glu Glu Thr Ala Ala Trp Val 
305 310 315 320 



Leu Pro Phe Thr Ser Gly Gly Phe Leu Tyr lie Ala Leu Val Asn Val 
325 330 335 
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Leu Pro Asp 



Leu Leu Glu Glu Glu Asp Pro Trp Arg Ser Leu Gin Gin 
340 345 350 



Leu Leu Leu 
355 



Leu Cys Ala Gly He Val Val Met Val Leu Phe Ser Leu 
360 365 



Phe Val Asp 
370 



<210> 43 

<211> 19 

<212> DNA 

<213> Artificial 

<220> 

<223> A target sequence for siRNA 

<400> 43 

aggagaaagt agatacaga 19 
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